FIGURE 1 



CCAGGTCCAACTGCACCTCGGTTCTATCGATTGAATTCCCCGGGGATCCTCTAGAGATCCCT 

CGACCTCGACCCACGCGTCCGCCAAGCTGGCCCTGCACGGCTGCAAGGGAGGCTCCTGTGGA 

CAGGCCAGGCAGGTGGGCCTCAGGAGGTGCCTCCAGGCGGGCAGTGGGCCTGAGGCCCCAGC 

AAGGGCTAGGGTCCATCTCCAGTCCGAGGACAGAGCAGCGGCCACCAT^ 

TCCAGCAGCATCAGCAGCCCCCAGGACCGGGGGAGGCACAGGTGGCCCCCACCACCCGGAGG 

AGCAGCTCCTGCCCCTGTCCGGGGGATGACTGATTCTCCTCCGCCAGGCCACCCAGAGGAGA 

AGGCCACCCCGCCTGGAGGCACAGGCCATGAGGGGCTCTCAGGAGGTGCTGCTGATGTGGCT 

TCTGGTGTTGGCAGTGGGCGGCACAGAGCACGCCTACCGGCCCGGCCGTTAGGGTGTGTGCT 

GTCCCGGGCTCACGGGGACCCTGTCTCCGAGTCGTTCGTGCAGCGTGTGTACCAGCCCTTCC 

TCACCACCTGCGACGGGCACCGGGCCTGCAGCAGCTACCGAACCATTTATAGGACCGCCTAC 

CGCCGCAGCCCTGGGCTGGCCCCTGCCAGGCCTCGCTACGCGTGCTGCCCCGGCTGGAAGAG 

GACCAGCGGGCTTCCTGGGGCCTGTGGAGCAGCAATATGCCAGCCGCCATGCCGGAACGGAG 

GGAGCTGTGTCCAGCCTGGCCGCTGCCGCTGCCCTGCAGGATGGCGGGGTGACACTTGCCAG 

TCAGATGTGGATGAATGCAGTGCTAGGAGGGGCGGCTGTCCCCAGCGCTGCATCAACACCGC 

CGGCAGTTACTGGTGCCAGTGTTGGGAGGGGCACAGCCTGTCTGCAGACGGTACACTCTGTG 

TGCCCAAGGGAGGGCCCCCCAGGGTGGCCCCCAACCCGACAGGAGTGGACAGTGCAATGAAG 

GAAGAAGTGCAGAGGCTGCAGTCCAGGGTGGACCTGCTGGAGGAGAAGCTGCAGCTGGTGCT 

GGCCCCACTGCACAGCCTGGCCTCGC^GGC^CTGGAGC^TGGGCTCCCGGACCCCGGC^GCC 

TCCTGGTGCACTCCTTCCAGCAGCTCGGCCGCATCGACTCCCTGAGCGAGCAGATTTCCTTC 

CTGGAGGAGCAGCTGGGGTCCTGCTCCTGCAAGAAAGACTCGTGACTGCCCAGCGCCCCAGG 

CTGGACTGAGCCCCTCACGCCGCCCTGCAGCCCCCATGCCCCTGCCCAACATGCTGGGGGTC 

CAGAAGCCACCTCGGGGTGACTGAGCGGAAGGCCAGGCAGGGCCTTCCTCCTTTTCCTCCTC 

CCCTTCCCTCGGGAGGGTCCCCAGACCCTGGCATGGGATGGGCTGGGATTTTTTTTGTGAAT 

CCAGCCCTGGCTACCCCCACCCTGGTTACCCCAACGGCATCCCAAGGCCAGGTGGGCCCTCA 

GCTGAGGGAAGGTACGAGTTCCCCTGCTGGAGCCTGGGACCCATGGCACAGGCCAGGCAGCC 

CGGAGGCTGGGTGGGGCCTCAGTGGGGGCTGCTGCCTGACCCCGAGGAGAATAAAAATGAAA 

CGTGAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA^ 

AGAGTCGACCTGCAGAAGCTTGGCCGCCATGGCCCAACTTGTTTATTGCAGCTTATAATGGT 
TACAAAT 



FIGURE 2 



MTDSPPPGHPEEKATPPGGTGHEGLSGGAADVASGVGSGRHRARIiPARPLGCVLSRAHGDPV 

SESFVQRVYQPFLTTCDGHRACSTYRTIYRTAYRRSPGLAPARPRYACCPGWKRTSGLPGAC 

GAAICQPPCRNGGSCVQPGRCRCPAGWRGDTCQSDVDECSARRGGCPQRCINTAGSYWCQCW 

EGHSLSADGTLCVPKGGPPRVAPNPTGVDSAMKEEVQRLQ 

QALEHGLPDPGSLLVHSFQQLGRIDSLSEQISFLEEQLGSCSCKKDS 

Signal sequence: 

amino acids 1-19 

cAMP- and cGMP- dependent protein kinase phosphorylation sites* 

amino acids 93-97, 270-274 

N-myristoylation sites. 

amino acids 19-25, 78-84, 97-103, 100-106, 103-109, 157-163, 
191-197, 265-271 

Amidation site. 

amino acids 26-30 

Aspartic acid and asparagine hydroxylation site. 

amino acids 152-164 

Cell attachment sequence* 

amino acids 13 0-133 

EGF-like domain cysteine pattern signature* 

amino acids 123-135 ^ 



FIGURE 3 



CGCTCGCCCCGTCGCCCCTCGCCTCCCCGCAGAGTCCCCTCGCGGCAGCAGATGTGTGTGGG 

GTCAGCCCACGGCGGGGACTATGGTGAAATTCCCGGCGCTCACGCACTACTGGCCCCTGATC 

CGGTTCTTGGTGCCCCTGGGCATCACCAACATAGCCATCGACTTCGGGGAGCAGGCCTTGAA 

CCGGGGCATTGCTGCTGTCAAGGAGGATGCAGTCGAGATGCTGGCCAGCTACGGGCTGGCGT 

ACTCCCTCATGAAGTTCTTCACGGGTCCCATGAGTGACTTCAAAAATGTGGGCCTGGTGTTT 

GTGAAC AGCAAGAGAGACAGGAC C AAAGC CGT C CTGTGT ATGGTGGTGGCAGGGGC CATCGC 

TGCCGTCTTTCACACACTGATAGCTTATAGTGATTTAGGATACTACATTATCAATAAACTGC 

ACCATGTGGACGAGTCGGTGGGGAGCAAGACGAGAAGGGCCTTCCTGTACCTCGCCGCCTTT 

CCTTTCATGGACGCAATGGCATGGACCCATGCTGGCATTCTCTTAAAAGACAAATACAG 

CCTGGTGGGATGTGCCTCAATCTCAGATGTCATAGCTCAGGTTGTTTTTGTAGCCATTTTGC 

TTCACAGTCACCTGGAATGCCGGGAGCCCCTGCTCATCCCGATCCTCTCCTTGTACATGGGC 

GCACTTGTGCGCTGCACCACCCTGTGCCTGGGCTACTACAAGAACATTCACGACATCATCCC 

TGACAGAAGTGGCCCGGAGCTGGGGGGAGATGCAACAATAAGAAAGATGCTGAGCTTCTGGT 

GGCCTTTGGCTCTAATTCTGGCCACACAGAGAATCAGTCGGCCTATTGTCAACCTCTTTGTT 

TCCCGGGACCTTGGTGGCAGTTCTGCAGCCACAGAGGCAGTGGCGATTTTGACAGCCACATA 

CCCTGTGGGTCACATGCCATACGGCTGGTTGACGGAAATCCGTGCTGTGTATCCTGCTTTCG 

ACAAGAATAACCCCAGCAACAAACTGGTGAGCACGAGCAACACAGTCACGGCAGCCCACATC 

AAGAAGTTCACCTTCGTCTGCATGGCTCTGTCACTCACGCTCTGTTTCGTGATGTTTTGGAC 

ACCCAACGTGTCTGAGAAAATCTTGATAGACATCATCGGAGTGGACTTTGCCTTTGCAGAAC 

TCTGTGTTGTTCCTTTGCGGATCTTCTCCTTCTTCCCAGTTCCAGTCACAGTGAGGGCGCAT 

CTCACCGGGTGGCTGATGACACTGAAGAAAACCTTCGTCCTTGCCCCCAGCTCTGTGCTGCG 

GATCATCGTCCTCATCGCCAGCCTCGTGGTCCTACCCTACCTGGGGGTGCACGGTGCGACCC 

TGGGCGTGGGCTCCCTCCTGGCGGGCTTTGTGGGAGAATCCACCATGGTCGCCATCGCTGCG 

TGCTATGTCTACCGGAAGCAGAAAAAGAAGATGGAGAATGAGTCGGCCACGGAGGGGGAAGA 

CTCTGCCATGACAGACATGCCTCCGACAGAGGAGGTGACAGACATCGTGGAAATGAGAGAGG 

AGAATGA ATAAG GCACGGGACGCCATGGGCACTGCAGGGACGGTCAGTCAGGATGACACTTC 

GGCATCATCTCTTCCCTCTCCCATCGTATTTTGTTCCCTTTTTTTTGTTTTGTTTTGGTAAT 

GAAAGAGGCCTTGATTTAAAGGTTTCGTGTCAATTCTCTAGCATACTGGGTATGCTCACACT 

GACGGGGGGACCTAGTGAATGGTCTTTACTGTTGCTATGTAAAAACAAACGAAACAACTGAC 

TTCATACCCCTGCCTCACGAAAACCCAAAAGACACAGCTGCCTCACGGTTGACGTTGTGTCC 

TCCTCCCCTGGACAATCTCCTCTTGGAACCAAAGGACTGCAGCTGTGCCATCGCGCCTCGGT 

CACCCTGCACAGCAGGCCACAGACTCTCCTGTCCCCCTTCATCGCTCTTAAGAATCAACAGG 

TTAAAACTCGGCTTCCTTTGATTTGCTTCCCAGTCACATGGCCGTACAAAGAGATGGAGCCC 

CGGTGGCCTCTTAAATTTCCCTTCTGCCACGGAGTTCGAAACCATCTACTCCACACATGCAG 

GAGGCGGGTGGCACGCTGCAGCCCGGAGTCCCCGTTCACACTGAGGAACGGAGACCTGTGAC 

CACAGCAGGCTGACAGATGGACAGAATCTCCCGTAGAAAGGTTTGGTTTGAAATGCCCCGGG 

GGCAGCAAACTGACATGGTTGAATGATAGCATTTCACTCTGCGTTCTCCTAGATCTGAGCAA 

GCTGTCAGTTCTCACCCCCACCGTGTATATACATGAGCTAACTTTTTTAAATTGTCACAAAA 

GCGCATCTCCAGATTCCAGACCCTGCCGCATGACTTTTCCTGAAGGCTTGCTTTTCCCTCGC 

CTTTCCTGAAGGTCGCATTAGAGCGAGTCACATGGAGCATCCTAACTTTGCATTTTAGTTTT 

TACAGTGAACTGAAGCTTTAAGTCTCATCCAGCATTCTAATGCCAGGTTGCTGTAGGGTAAC 

TTTTGAAGTAGATATATTACCTGGTTCTGCTATCCTTAGTCATAACTCTGCGGTACAGGTAA 

TTGAGAATGTACTACGGTACTTCCCTCCCACACCATACGATAAAGCAAGACATTTTATAACG 

ATACCAGAGTCACTATGTGGTCCTCCCTGAAATAACGCATTCGAAATCCATGCAGTGCAGTA 

TATTTTTCTAAGTTTTGGAAAGCAGGTTTTTTCCTTTAAAAAAATTATAGACACGGTTCACT 

AAATTGATTTAGTCAGAATTCCTAGACTGAAAGAACCTAAACAAAAAAATATTTTAAAGATA 

TAAATATATGCTGTATATGTTATGTAATTTATTTTAGGCTATAATACATTTCCTATTTTCGC 

ATTTTCAATAAAATGTCTCTAATACAAAAAA 



FIGURE 4 



MVKFPALTHYWPLIRFLVPLGITNIAIDFGEQA^ 

TGPMSDFKNVGLVFVNSKRDRTKAVLCMVVAGAIAAVFHTLIAYSDLGYYIINKLHHVDESV 
GSKTRRAFLYLAAFPFMDAMAWTHAGILLKHKYSFLVGC^ 

REPLLIPILSLYMGAJjVRCTTLCLGYYKNIHDIIPDRSGPELGGDATIRKMLSFWWPLALIL 
ATQR I SRP I VNLFVSRDLGGS SAATEAVAI LTAT YPVGHMP YGWLTE I RAVYP AFDKNNPSN 
KLVSTSNTVTAAHIKKFTFVCMALSL^^ 

I FSFFPVPVTVRAHLTGWLMTLKKTFVLAPSSVLRI I VLIASLWLPYLGVHGATLGVGSLL 
AGFVGESTMVAIAACYVTOKQKKKMENESATEGEDSAMTDMPPTEEVTDIVEMREENE 



Transmembrane domains: 

amino acids 86-106, 163-179, 191-205, 237-253, 327-343, 357-374, 
408-423, 431-445 



FIGURE 5 



CCTGACAGAAGTGCCCCGGAGCTGGGGGAGATNCAACATTAAGAAGATGCTGAGCTTCTGGT 

GCCNTTTGGCTCTAATTCTGGCCACACAGAGAANCAGTCGGCCTATTGTCAACCTCTTTGTT 

TCCCGGGACCTTGGTGGGAGTTCTGCAGCCACAGAGGCAGTGGCGATTTTGACAGCCACATA 

CCCTGTGGGTCACATGCCATACGGCTGGTTGACGGAAATCCGTGCTGTGTATCCTGCTTTCG 

ACAAGAATAACCCCAGCT^GAAACTGGTGAGGACGAGCAACACAGTCACGGCGGCCCA 

AAGAAGTTCACCTTCGTCTGCATGGCTCTGTCACTCACGCTCTGTTTCGTGATGTTTTGGAC 

ACCCAACGTGTCTGNGAAAATCTTGATAGACATCATCGGAGTGGACTTTGCCTTTGCAGAAC 

TCTGTGTTGTTCCTTTGCGGATCTTCTCCTTCTTCCCAGTTCCAGTCACAGTGAGGGCGCAT 

CTCACCGGGTGGCTGATGACACTGAAGAAAACCTTCGTC 



FIGURE 6 



TGACGGAATCCCGGGCTGGGTATCCTGGTTTNGACAAGATAAACCCCCAGCAANAAATTGGG 
GAGGA.GGGCAAAACAGTNACGGGCAGCCCACATCAAGAAGTTCACCTTN 

TGTCZ^CTCACGCTNTGTTTCGTGATGTTTTGGACACCCAAAGTGTTTGAGAAAATTTTGAT 
AGACATNATCGGAGTGGANTTTGCCTTTGCAGAANTTTGNGNTGTTCCTTTGCGGATTTTCT 
CCTTTTTCCCAGTTCCAGTCACAGNGAGGGCGCATCTCACCGGGNGGNTGATGACANTGAAG 
AAAACCTTTGTCCTTGCCCCCAGCTNTTTGGTGCGGATCATTGTCCTNATNGCCAGCCTTGT 
GGTCCTACCCTACCTGGGGGTGCACGGTGCGACCCTGGGCGTGGGTTCCCTCCTGGCGGGCA 



FIGURE 7 



TATTCCCAGTTCCGGTCACGGGGAGGGCGCATNTCACCGGGTGGCTGANGACACTGAAGAAA 
ACCTTNGTCCTTGCCCCCAGNTTTGTGNTGCGGATNATCGTCCTCATCGCCAGCCTNGTGGT 
CCTACCCTACCTGGGGGTGCACGGTGAGAC 



FIGURE 8 



GCCCCGCGCCCGGCGCCGGGCGCCCGAAGCCGGGAGCCACCGCC ATGG GGGCCTGCCTGGGA 
GCCTGCTCCCTGCTCAGCTGCGCGTCCTGCCTCTGCGGCTCTGCCCCCTGCATCCTGTGCAG 
CTGCTGCCCCGCCAGCCGCAACTCCACCGTGAGCCGCCTCATCTTCACGTTCTTCCTCTTCC 
TGGGGGTGCTGGTGTCCATCATTATGCTGAGCCCGGGCGTGGAGAGTCAGCTCTACAAGCTG 
CCCTGGGTGTGTGAGGAGGGGGCCGGGATCCCCACGGTCCTGCAGGGCCACATCGACTGTGG 
CTCCCTGCTTGGCTACCGCGCTGTCTACCGCATGTGCTTCGCCACGGCGGCCTTCTTCTTCT 
TCTTTTTGACCCTGCTCATGCTCTGCGTGAGCAGGAGCCGGGACCCCCGGGCTGCCATCCAG 
AATGGGTTTTGGTTCTTTAAGTTCCTGATCCTGGTGGGCCTCACCGTGGGTGCCTTCTACAT 
CCCTGACGGCTCCTTCACCAACATCTGGTTCTACTTCGGCGTCGTGGGCTCCTTCCTCTTCA 
TCCTCATCCAGCTGGTGCTGCTCATCGACTTTGCGCACTCCTGGAACCAGCGGTGGCTGGGC 
AAGGCCGAGGAGTGCGATTCCCGTGCCTGGTACGCAGGCCTCTTCTTCTTCACTCTCCTCTT 
CTACTTGCTGTCGATCGCGGCCGTGGCGCTGATGTTCATGTACTACACTGAGCCCAGCGGCT 
GCCACGAGGGCAAGGTCTTCATCAGCCTCAACCTCACCTTCTGTGTCTGCGTGTCCATCGCT 
GCTGTCCTGCCCAAGGTCCAGGACGCCCAGCCCAACTCGGGTCTGCTGCAGGCCTCGGTCAT 
CACCCTCTACACCATGTTTGTCACCTGGTCAGCCCTATCCAGTATCCCTGAACAGAAATGCA 
ACCCCCATTTGCCAACCCAGCTGGGCAACGAGACAGTTGTGGCAGGCCCCGAGGGCTATGAG 
ACCCAGTGGTGGGATGCCCCGAGCATTGTGGGCCTCATCATCTTCCTCCTGTGCACCCTCTT 
CATCAGTCTGCGCTCCTCAGACCACCGGCAGGTGAACAGCCTGATGCAGACCGAGGAGTGCC 
CACCTATGCTAGACGCCACACAGCAGCAGCAGCAGCAGGTGGGAGCCTGTGAGGGCCGGGCC 
TTTGACAACGAGCAGGACGGCGTCACCTACAGCTACTCCTTCTTCCACTTCTGCCTGGTGCT 
GGCCTGACTGCACGTGATGATGACGCTGACCAACTGGTACAAGCCCGGTGAGACCCGGAAGA 
TGATCAGCACGTGGACCGCCGTGTGGGTGAAGATCTGTGCCAGCTGGGCAGGGCTGCTCCTC 
TACCTGTGGACCCTGGTAGCCCCACTCCTCCTGCGCAACCGCGACTTCAGC TGAG GCAGCCT 
CACAGCCTGCCATCTGGTGCCTCCTGCCACCTGGTGCCTCTCGGCTCGGTGACAGCCAACCT 
GCCCCCTCCCCACACCAATCAGCCAGGCTGAGCCCCCACCCCTGCCCCAGCTCCAGGACCTG 
CCCCTGAGCCGGGCCTTCTAGTCGTAGTGCCTTCAGGGTCCGAGGAGCATCAGGCTCCTGCA 
GAGCCCCATCCCCCCGCCACACCCACACGGTGGAGCTGCCTCTTCCTTCCCCTCCTCCCTGT 
TGCCCATACTCAGCATCTCGGATGAAAGGGCTCCCTTGTCCTCAGGCTCCACGGGAGCGGGG 
CTGCTGGAGAGAGCGGGGAACTCCCACCACAGTGGGGCATCCGGCACTGAAGCCCTGGTGTT 
CCTGGTCACGTCCCCCAGGGGACCCTGCCCCCTTCCTGGACTTCGTGCCTTACTGAGTCTCT 
AAGACTTTTTCTAATAAACAAGCCAGTGCGTGTAAAAAAAA 



FIGURE 9 



MGACLGACSLLSCASCLCGSAPCILCSCCPASRNSTVSRLIFTFFLFLGVLVSIIMLSPGVE 
SQLYKLPV^CEEGAGIPTVLQGHIDCGSLLGYRAVYRMCT 

PRAAIQNGFWFFKFLILVGLTVGAFYIPDGSFTNIWFYFGVVGSFLFILIQLVLLIDFAHSW 
NQRWLGKAEECDSRAWYAGLFFFTLLFYLLSIAAVALMFMYYTEPSGCHEGKVFISLNLTFC 
VCVSIAAVLPKVQDAQPNSGLLQASVITLYTMFVTWSALSSIPEQKCNPHLPTQIiGNETVVA 
GPEGYETQWWDAPS I VGL 1 1 FLLCTLF I SLRS SDHRQVNSLMQTEECPPMLDATQQQQQQVA 
ACEGRAFDNEQDGVT YS YS FFHFCLVLAS LHVMMTLTNWYKPGETRKMI STWTAVWVKI CAS 
WAGLLLYLWTLVAPLLLRNRDFS 

Signal sequence: 

amino acids 1-20 

Transmembrane domains: 

amino acids 40-58, 101-116, 134-150, 162-178, 206-223, 240-257, 
272-283, 324-340, 391-406, 428-444 



FIGURE 10 



GAGCGAGGCCGGGGACTGAAGGTGTGGGTGTCGAGCCCTCTGGCAGAGGGTTAACCTGGGTC 
AAATGCACGGATTCTCACCTCGTACAGTTACGCTCTCCCGCGGCACGTCCGCGAGGACTTGA 
AGTCCTGAGCGCTCAAGTTTGTCCGTAGGTCGAGAGAAGGCC ATGG AGGTGCCGCCACCGGC 
ACCGCGGAGCTTTCTCTGTAGAGCATTGTGCCTATTTCCCCGAGTCTTTGCTGCCGAAGCTG 
TGACTGCCGATTCGGAAGTCCTTGAGGAGCGTCAGAAGCGGCTTCCCTACGTCCCAGAGCCC 
TATTACCCGGAATCTGGATGGGACCGCCTCCGGGAGCTGTTTGGCAAAGATGAACAGCAGAG 
AATTTCAAAGGACCTTGCTAATATCTGTAAGACGGCAGCTACAGCAGGCATCATTGGCTGGG 
TGTATGGGGGAATACCAGCTTTTATTCATGCTAAACAAC^ 

GAAATTTATCATAACCGGTTTGATGCTGTGCAATCTGCACATCGTGCTGCCACACGAGGCTT 
CATTCGTTATGGCTGGCGCTGGGGTTGGAGAACTGCAGTGTTTGTGACTATATTCAACACAG 
TGAACACTAGTCTGAATGTATACCGAAATAAAGATGCCTTAAGCCATTTTGTAATTGCAGGA 
GCTGTCACGGGAAGTCTTTTTAGGATAAACGTAGGCCTGCGTGGCCTGGTGGCTGGTGGCAT 
AATTGGAGCCTTGCTGGGCACTCCTGTAGGAGGCCTGCTGATGGCATTTCAGAAGTACGCTG 
GTGAGACTGTTCAGGAAAGAAAACAGAAGGATCGAAAGGCACTCCATGAGCTAAAACTGGAA 
GAGTGGAAAGGCAGACTACAAGTTACTGAGCACCTCCCTGAGAAAATTGAAAGTAGTTTACG 
GGAAGATGAACCTGAGAATGATGCTAAGAAAATTGAAGCACTGCTAAACCTTCCTAGAAACC 
CTTCAGTAATAGATAAACAAGACAAGGAC TGAA AGTGCTCTGAACTTGAAACTCACTGGAGA 
GCTGAAGGGAGCTGCCATGTCCGATGAATGCCAACAGACAGGCCACTCTTTGGTCAGCCTGC 
TGACAAATTTAAGTGCTGGTACCTGTGGTGGCAGTGGCTTGCTCTTGTCTTTTTCTTTTCTT 
TTTAACTAAGAATGGGGCTGTTGTACTCTCACTTTACTTATCCTTAAATTTAAATACATACT 
TATGTTTGTATTAATCTATCAATATATGCATACATGGATATATCCACCCACCTAGATTTTAA 
GCAGTAAATAAAACATTTCGCAA?^AGATTAAAGTTGAATTTTACAGTTT 



FIGURE 11 



></usr/seqdb2/sst/DNA/Dnaseqs.min/ss.DNA23318 
xsubunit 1 of 1, 285 aa, 1 stop 
><MW: 32190, pi: 9.03, NX(S/T): 2 

MEVPPPAPRSFLCRALCIiFPRVFAAEAVTADSEVLEERQKRLPYVPEPYYPESGWDRLRELF 
GKDEQQRISKDLANICKTAATAGIIGWVYGGIPAFI^ 

RAATRGF IRYGWRWGWRTAVFVT I FNTVNTS LNVYRNKDALSHFVI AGAVTGSLFRINVGLR 

GLVAGGIIGALLGTPVGGLLMAFQKYAGEWQ 

KIESSLREDEPENDAKKIEALLNLPRNPSVIDKQDKD 

Important Features : 
Signal Peptide: 

amino acids 1-24 

Transmembrane domains: 

amino acids 76-96 and 171-195 

N-glycosylatibn site: 

amino acids 153-156 



FIGURE 12 



CGGAAGTCCCTTGAGGAGCGTCAGAAGCGGCTTCCCTACGTCCCAGAGCCCTATTACCCGGA 

ATCTGGATGGGACCGCTCCGGGAGCTGTTTGGCAAAGATGAACAGCAGAGAATTTCAAAGGA 

CCTTGCTAATATCTGTAAGACGGCAGCTACAGCAGGCATCATTGGCTGGGTGTATGGGGGAA 

TACCAGCTTTTATTCATGCTAAACAACAATACATTGAGCAGAGCCAGGCAGAAATTTATCAT 

AACCGGTTTGATGCTGTGGAATCTGCACATCGT^ 

GCTGGCGCCGAACC 



FIGURE 13 



TCAAGTTTGTCCGTAGGTCGAGAGAAGGCCATGGAGGTGCCGCCACCGGCACCGCGGAGCTT 

TTTTCTGTAGAGCATTGTGCCTATTTCCCCGAGTTTTTGCTGCCGAAGCTGTGACTGCCGAT 

TCGGAAGTCCTTGAGGAGCGTCAGAAGCGGCTTCCCTACGTCCCAGAGCCCTATTACCCGGA 

ATTTGGATGGGACCGCCTCCGGGAGCTGTTTGGCAAAGATGAACAGCAGAGAATTTCAAAGG 

ACCTTGCTGATATNTGTAAGACGGCAGCTACAGCAGGCATCATTGGCTGGGTGTATGGGGGA 

ATACCAGCTTTTATTCATGNTAAACAACAATACATT^ 

TAACC 



FIGURE 14 



GAGCCGCCGCCGCGCGCGCGCCGCGCACTGCAGCCCCAGGCCCCGGCCCCCCACCCACGTCT 
GCGTTGCTGCCCCGCCTGGGCCAGGCCCC&AAGGCAAGGACAAAGCAGCTGTCAGGGAACCT 
CCGCCGGAGTCGAATTTACGTGCAGCTGCCGGCAACCACAGGTTCCAA GATGG TTTGCGGGG 
GCTTCGCGTGTTCCAAGAACTGCCTGTGCGCCCTCAACCTGCTTTACACCTTGGTTAGTCTG 
CTGCTAATTGGAATTGCTGCGTGGGGCATTGGCTTCGGGCTGATTTCCAGTCTCCGAGTGGT 
CGGCGTGGTCATTGCAGTGGGCATCTTCTTGTTCCTGATTGCTTTAGTGGGTCTGATTGGAG 
CTGTAAAACATCATCAGGTGTTGCTATTTTTTTATATGATTATTCTGTTACTTGTATTTATT 
GTTCAGTTTTCTGTATCTTGCGCTTGTTTAGCCCTGAACCAGGAGCAACAGGGTCAGCTTCT 
GGAGGTTGGTTGGAACAATACGGCAAGTGCTCGAAATGACATCCAGAGAAATCTAAACTGCT 
GTGGGTTCCGAAGTGTTAACCCAAATGACACCTGTCTGGCTAGCTGTGTTAAAAGTGACCAC 
TCGTGCTCGCCATGTGCTCCAATCATAGGAGAATATGCTGGAGAGGTTTTGAGATTTGTTGG 
TGGCATTGGCCTGTTCTTCAGTTTTACAGAGATCCTGGGTGTTTGGCTGACCTACAGATACA 
GGAACCAGAAAGACCCCCGCGCGAATCCTAGTGCATTCCTTTGATGAGAAAACAAGGAAGAT 
TTCCTTTCGTATTATGATCTTGTTCACTTTCTGTAATTTTCTGTTAAGCTCCATTTGCCAGT 
TTAAGGAAGGAAACACTATCTGGAAAAGTACCTTATTGATAGTGGAATTATATATTTTTACT 
CTATGTTTCTCTACATGTTTTTTTCTTTCCGTTGCTGAAAAATATTTGAAACTTGTGGTCTC 
TGAAGCTCGGTGGCACCTGGAATTTACTGTATTCATTGTCGGGCACTGTCCACTGTGGCCTT 
TCTTAGCATTTTTACCTGCAGAAAAACTTTGTATGGTACCACTGTGTTGGTTATATGGTGAA 
TCTGAACGTACATCTCACTGGTATAATTATATGTAGCACTGTGCTGTGTAGATAGTTCCTAC 
TGGAAAAAGAGTGGAAATTTATTAAAATCAGAAAGTATGAGATCCTGTTATGTTAAGGGAAA 
TCCAAATTCCCAATTTTTTTTGGTCTTTTTAGGAAAGATTGTTGTGGTAAAAAGTGTTAGTA 
TAAAAATGATAATTTACTTGTAGTCTTTTATGATTACACCAATGTATTCTAGAAATAGTTAT 
GTCTTAGGAAATTGTGGTTTAATTTTTGACTTTTACAGGTAAGTGCAAAGGAGAAGTGGTTT 
CATGAAATGTTCTAATGTATAATAACATTTACCTTCAGCCTCCATCAGAATGGAACGAGTTT 
TGAGTAATCAGGAAGTATATCTATATGATCTTGATATTGTTTTATAATAATTTGAAGTCTAA 
AAGACTGCATTTTTAAACAAGTTAGTATTAATGCGTTGGCCCACGTAGCAAAAAGATATTTG 
ATTATCTTAAAAATTGTTAAATACCGTTTTCATGAAATTTCTCAGTATTGTAACAGCAACTT 
GTC^AACCTAAGCATATTTGAATATGATCTCCCATAATTTGAAATTGAAATCGTATTGTGTG 
GCTCTGTATATTCTGTTAAAAAATTAAAGGACAGAAACCTTTCTTTGTGTATGCATGTTTGA 
ATTAAAAGAAAGTAATGGAAG 



FIGURE 15 

></usr/ seqdb2/ sst/DNA/Dnaseqs *min/ ss .DNA39979 
xsubunit 1 of 1, 204 aa, 1 stop 
><MW: 22147, pi: 8.37, NX(S/T): 3 

MVCGGFACSKNCLCALNLLYTLVSLLLIGIAAWGIGFGLISSLRVVGWIAVGIFLFLIALV 
GL I GAVKHHQVLLFF YM 1 1 LLLVF I VQFS VS CACLALNQEQQGQLLE VGWNNTAS ARND I QR 

NLNCCGFRSVNPNDTCLASCVKSDHSCSPCAPIIGEYAGEVLRFVGGIGLFFSFTEILGVWL 
TYRYRNQKDPRANPSAFL 

Signal Peptide: 

amino acids 1-34 

Transmembrane domains: 

amino acids 47-63, 72-95 and 162-182 
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TGATTGGAGCTGTAAAAAANTCTTCAGGTGTTGTNATTTTTTTATATGATTATTCTGTAANT 
TGTATTTATTGTTCAGTTTTNTGTATCTTGCGCTTGTTTAGCCNTGAACCAGGAGCAACAGG 
GTCAGNTTNTGGAGGTTGGTTGGAACAATACGGCAAGTGCTCGAAATGACATCCAGAGAAAT 
NTAAACTGCTGTGGGTTCCGAAGTGTTAACCCAAATGACACCTGTNTGGCTAGCTGTGTTAA 
AAGTGACCACTNGTGCTCGCCATGTGCTCCAATCATAGGAGAATATGCTGGAGAGGTTTTGA 
GATTTGTTGGTGGCATTGGCCTGTTNTTCAGTTTTACAGAGATCCTGGGTGTTTGGCTGACC 
TACAGATACAGGAACCAG 
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AATCCCAAATTCCCCAATTTTTTTGGNCTTTTTAGGGAAAGATGTGTTGTGGTAAAAAGTGT 
TAGTATAAAAATGATAATTTACTTGTAGTCTTTTATGATTACACCAATGTATTCTAGAATAG 
TTATGTCTTAGGAAATTGTGGTTTAATTTTTGACTTTTACAGGTAAGTGCAAAGGAGAAGTG 
GTTTCATGAAATGTTCTAATGTATAATAAGATTTACCTTCAGCCTCCCATCAGAATGGAACG 
AGTTTTGAGTAATCCAGGAAGTATATCTATATGATCTTGATATTGTTTTATATAATTTGAAG 
TCTAAAAGACTGCATTTTTAAACAAGTTAGTATTAATGCGTTGGCCCACGTAGCAAAAAGAT 
ATTTGATTATCTTAAAAATTGTTAAATACCGTTTTCATGAAAGTTCTCAGTATTGTAACAGC 
AACTTGTCAAACCTAAGCATATTTGAATATGATCTCCCATAATTTGAAATTGAAATCGTATT 
GTGTGGAGGAAATGGCAATCTTATGTGTGCTGAAGGACACAGTAAGAGCACCAAGTTGTGCC 
CCACTTGC 



FIGURE 18 



ATGATTATTCTGTTACTTGTATTTATTGTTCAGTTTTATGGTATCTTGCGCTTGTTTAGCCC 
CTGAAACCAGGAGCAACAGGGNNCAGCTTCCTGGAGGTTGGTTGGCAACAATCACGGCCAAG 
TGACTCCGCAAATGACATCCCAGAGAAATCCTAAACTGCTGTGGGTTCCGAAGTGTTAACCC 
AAATGACACCTGTCTGGCTNGCTGTGTTAAAAGTGACCACTCGTGCTCGCCATGTGCTCCAA 
TCATAGGAGAATATGC 



FIGURE 19 



CAGTCAC CATGA AGCTGGGCTGTGTCCTCATGGCCTGGGCCCTCTACCTTTCCCTTGGTGTG 
CTCTGGGTGGCCCAGATGCTACTGGCTGCCAGTTTTGAGACGCTGCAGTGTGAGGGACCTGT 
CTGCACTGAGGAGAGCAGCTGCCACACGGAGGATGACTTGACTGATGCAAGGGAAGCTGGCT 
TCCAGGTCAAGGCCTACACTTTCAGTGAACCCTTCCACCTGATTGTGTCCTATGACTGGCTG 
ATCCTCC^GGTCCAGCCAAGCCAGTTTTTGAAGGGGACCTGCTGGTTCTGCGCTGCCAGGC 
CTGGCAAGACTGGCCACTGACTCAGGTGACCTTCTACCGAGATGGCTCAGCTCTGGGTCCCC 
CCGGGCCTAACAGGGAATTCTCCATCACCGTGGTACAAAAGGCAGACAGCGGGCACTACCAC 
TGCAGTGGCATCTTCCAGAGCCCTGGTCCTGGGATCCCAGAAACAGCATCTGTTGTGGCTAT 
CACAGTCCAAGAACTGTTTCCAGCGCCAATTCTCAGAGCTGTACCCTCAGCTGAACCCCAAG 
CAGGAAGCCCCATGACCCTGAGTTGTCAGACAAAGTTGCCCCTGCAGAGGTCAGCTGCCCGC 
CTCCTCTTCTCCTTCTACAAGGATGGAAGGATAGTGCAAAGCAGGGGGCTCTCCTCAGAATT 
CCAGATCCCCACAGCTTCAGAAGATCACTCCGGGTCATACTGGTGTGAGGCAGCCACTGAGG 
ACAACCAAGTTTGGAAACAGAGCCCCCAGCTAGAGATCAGAGTGCAGGGTGCTTCCAGCTCT 
GCTGCACCTCCCACATTGAATCCAGCTCCTCAGAAATCAGCTGCTCCAGGAACTGCTCCTGA 
GGAGGCCCCTGGGCCTCTGCCTCCGCCGCCAACCCCATCTTCTGAGGATCCAGGCTTTTCTT 
CTCCTCTGGGGATGCC^GATCCTCATCTGTATCACCAGATGGGCCTTCTTCTCAAACACATG 
CAGGATGTGAGAGTCCTCCTCGGTCACCTGCTCATGGAGTTGAGGGAATTATCTGGCCACCA 
GAAGCCTGGGACCACAAAGGCTACTGCTGA ATAGA AGTAAACAGTTCATCCATGATCTCACT 
TAACCACCCCAATAAATCTGATTCTTTATTTTCTCTTCCTGTCCTGCACATATGCATAAGTA 
CTTTTACAAGTTGTCCCAGTGTTTTGTTAGAATAATGTAGTTAGGTGAGTGTAAATAAATTT 
ATATAAAGTGAGAATTAGAGTTTAGCTATAATTGTGTATTCTCTCTTAACACAACAGAATTC 
TGCTGTCTAGATCAGGAATTTCTATCTGTTATATCGACCAGAATGTTGTGATTTAAAGAGAA 
CTAATGGAAGTGGATTGAATACAGCAGTCTCAACTGGGGGCAATTTTGCCCCCCAGAGGACA 
TTGGGCAATGTTTGGAGACATTTTGGTCATTATACTTGGGGGGTTGGGGGATGGTGGGATGT 
GTGTCTACTGGCATCCA.GTAAATAGAAGCCAGGGGTGCCGCTAAACATCCTATAATGCACAG 
GGCAGTACCCCACAACGAAAAATAATCTGGCCCAAAATGTCAGTTGTACTGAGTTTGAGAAA 
CCCCAGCCTAATGAAACCCTAGGTGTTGGGCTCTGGAATGGGACTTTGTCCCTTCTAATTAT 
TATCTCTTTCCAGCCTCATTCAGCTATTCTTACTGACATACCAGTCTTTAGCTGGTGCTATG 
GTCTGTTCTTTAGTTCTAGTTTGTATCCCCTCAAAAGCCATTATGTTGAAATCCTAATCCCC 
AAGGTGATGGCATTAAGAAGTGGGCCTTTGGGAAGTGATTAGATCAGGAGTGCAGAGCCCTC 
ATGATTAGGATTAGTGCCCTTATTTAAAAAGGCCCCAGAGAGCTAACTCACCCTTCCACCAT 
ATGAGGACGTGGCAAGAAGATGACATGTATGAGAACCAAAAAACAGCTGTCGCCAAACACCG 
ACTCTGTCGTTGCCTTGATCTTGAACTTCCAGCCTCCAGAACTATGAGAAATAAAATTCTGG 
TTGTTTGTAGCCTAA 



FIGURE 20 



></usr/seqdb2/sst/DNA/Dnaseqs .min/ss.DNA40594 
xsubunit 1 of 1, 359 aa, 1 stop 
><MW: 38899, pi: 5,21, NX(S/T): 0 

MKLGCVLMAWALYLSLGVLWVAQMLLAASFETLQCEGPVCTEESSCHTEDDLTDAREAGFQV 
KAYTFSEPFHLIVSYDWLILQGPAKPVFEGDLLVLRCQAWQDWPLTQVTFYRDGSALGPPGP 
NREFSITWQKADSGHYHCSGIFQSPGPGIPETASWAITVQELFPAPILRAVPSAEPQAGS 
PMTLSCQTKLPLQRSAARLLFSFYKDGRIVQSRGLSSEFQIPTASEDHSGSYWCEAATEDNQ 
VWKQSPQLEIRVQGASSSAAPPTLNPAPQKSAAPGTAPEEAPGPLPPPPTPSSEDPGFSSPL 
GMPDPHLYHQMGLLLKHMQDVRVLLGHLLMELRELSGHQKPGTTKATAE 

Signal sequence: 

amino acids 1-17 

Leucine zipper pattern sequence: 

amino acids 12-33 

Protein kinase C phosphorylation site: 

amino acids 353-355 



FIGURE 21 



CCCACGCGTCCGCCCACGCGTCCGCCCACGGGTCCGCCCACGCGTCCGGGCCACCAGAAGTT 
TGAGCCTCTTTGGTAGCAGGAGGCTGGAAGAAAGGACAGAAGTAGCTCTGGCTGTGATGGGG 
ATCTTACTGGGCCTGCTACTCCTGGGGCACCTAACAGTGGACACTTATGGCCGTCCCATCCT 
GGAAGTGCCAGAGAGTGTAACAGGACCTTGGAAAGGGGATGTGAATCTTCCCTGCACCTATG 
ACCCCCTGCAAGGCTACACCCAAGTCTTGGTGAAGTGGCTGGTACAACGTGGCTCAGACCCT 
GTCACCATCTTTCTACGTGACTCTTCTGGAGACCATATCCAGCAGGCAAAGTACCAGGGCCG 
CCTGCATGTGAGCCACAAGGTTCCAGGAGATGTATCCCTCCAATTGAGCACCCTGGAGATGG 
ATGACCGGAGCCACTACACGTGTGAAGTCACCTGGCAGACTCCTGATGGCAACCAAGTCGTG 
AGAGATAAGATTACTGAGCTCCGTGTCCAGAAACTCTCTGTCTCCAAGCCCACAGTGACAAC 
TGGCAGCGGTTATGGCTTCACGGTGCCCCAGGGAATGAGGATTAGCCTTCAATGCCAGGCTC 
GGGGTTCTCCTCCCATCAGTTATATTTGGTATAAGCAACAGACTAATAACCAGGAACCCATC 
AAAGTAGCAACCCTAAGTACCTTACTCTTCAAGCCTGCGGTGATAGCCGACTCAGGCTCCTA 
TTTCTGCACTGCCAAGGGCCAGGTTGGCTCTGAGCAGCACAGCGACATTGTGAAGTTTGTGG 
TGAAAGACTCCTCAAAGCTACTCAAGAC 

TTGAAAGCAACATCTACAGTGAAGCAGTCCTGGGACTGGACCACTGACATGGATGGCTACCT 
TGGAGAGACCAGTGCTGGGCCAGGAAAGAGCCTGCCTGTCTTTGCCATCATCCTCATCATCT 
CCTTGTGCTGTATGGTGGTTTTTACCATGGCCTATATCATGCTCTGTCGGAAGACATCCCAA 
CAAGAGCATGTCTACGAAGCAGCCAGGTAAGAAAGTCTCTCCTCTTCCATTTTTGACCCCGT 
CCCTGCCCTCAATTTTGATTACTGGCAGGAAATGTGGAGGAAGGGGGGTGTGGCACAGACCC 
AATCCTAAGGCCGGAGGCCTTCAGGGTCAGGACATAGCTGCCTTCCCTCTCTCAGGCACCTT 
CTGAGGTTGTTTTGGCCCTCTGAACACAAAGGATAATTTAGATCCATCTGCCTTCTGCTTCC 
AGAATCCCTGGGTGGTAGGATCCTGATAATTAATTGGCAAGAATTGAGGCAGAAGGGTGGGA 
AACCAGGACCACAGCCCCAAGTCCCTTCTTATGGGTGGTGGGCTCTTGGGCCATAGGGCACA 
TGCCAGAGAGGCCAACGACTCTGGAGAAACCATGAGGGTGGCCATCTTCGCAAGTGGCTGCT 
CCAGTGATGAGCCAACTTCCCAGAATCTGGGCAACAACTACTCTGATGAGCCCTGCATAGGA 
CAGGAGTACCAGATCATCGCCCAGATCAATGGCAACTACGCCCGCCTGCTGGACACAGTTCC 
TCTGGATTATGAGTTTCTGGCCACTGAGGGCAAAAGTGTCTGTTAAAAATGCCCCATTAGGC 
CAGGATCTGCTGACATAATTGCCTAGTCAGTCCTTGCCTTCTGCATGGCCTTCTTCCCTGCT 
ACCTCTCTTCCTGGATAGCCCAAAGTGTCCGCCTACCAACACTGGAGCCGCTGGGAGTCACT 
GGCTTTGCCCTGGAATTTGCCAGATGCATCTCAAGTAAGCCAGCTGCTGGATTTGGCTCTGG 
GCCCTTCTAGTATCTCTGCCGGGGGCTTCTGGTACTCCTCTCTAAATACCAGAGGGAAGATG 
CCCATAGCACTAGGACTTGGTCATCATGCCTACAGACACTATTCAACTTTGGCATCTTGCCA 
C C AGAAGACCCGAGGGAGGCTCAGCTCTGCCAGCTCAGAGGACCAGCT ATATC C AGGATCAT 
TTCTCTTTCTTCAGGGCCAGACAGCTTTTAATTGAAATTGTTATTTCACAGGCCAGGGTTCA 
GTTCTGCTCCTCCACTATAAGTCTAATGTTCTGACTCTCTCCTGGTGCTCAATAAATATCTA 
ATCATAACAGC 



FIGURE 22 



></usr/seqdb2/sst/DNA/Dnaseqs.min/ss.DNA45416 
xsubunit 1 of 1, 321 aa, 1 stop 
><MW: 35544, pi: 8.51, NX(S/T): 0 

MGILLGLLLLGHLTVDTYGRPILEVPESVTGPWKGDVNIiPCTYDPLQGYTQVLVKWLVQRGS 
DPVTIFLRDSSGDHIQQAKYQGRLHVSHKVPGDVSLQLSTLEMDDRSHYTCEVTWQTPDGNQ 
VVRDKITELRVQKLSVSKPTVTTGSGYGFWPQ 

PIKVATLSTLLFKPAVIADSGSYFCTAKGQVGSEQHSDIVKFVVKDSSKLLKTKTEAPTTMT 
YPLKATSTVKQSWDWTTDMDGYLGETSAGPGKSLPVFAI ILI ISLCCMWFTMAYIMLCRKT 
SQQEHVYEAAR 

Signal Sequence : 

amino acids 1-19 

Glycosaminoglycan attachment site: 

amino acids 149-152 

Transmembrane domain: 

amino acids 282-300 



FIGURE 23 

GCGCCGGGAGCCCATCTGCCCCCAGGGGCACGGGGCGCGGGGCCGGCTCCCGCCCGGCACAT 
GGCTGCAGCCACCTCGCGCGCACCCCGAGGCGCCGCGCCCAGCTCGCCCGAGGTCCGTCGGA 
GGCGCCCGGCCGCCCCGGAGCCAAGCAGCAACTGAGCGGGGAAGCGCCCGCGTCCGGGGATC 
GGGATGTCCCTCCTCCTTCTCCTCTTGCTAGTTTCCTACTATGTTGGAACCTTGGGGACTCA 
CACTGAGATG^GAGAGTGGCAGAGGAAAAGGTGACT^ 

TTCCAGAAAAAGACACTCTGGATATTGAATGGCTGCTCACCGATAATGAAGGGAACCAAAAA 
GTGGTGATCACTTACTCCAGTCGTCATGTCTACAATAACTTGACTGAGGAACAGAAGGGCCG 
AGTGGCCTTTGCTTCCAATTTCCTGGCAGGAGATGCCTCCTTGCAGATTGAACCTCTGAAGC 
CCAGTGATGAGGGCCGGTACACCTGTAAGGTTAAGAATTCAGGGCGCTACGTGTGGAGCCAT 
GTCATCTTAAAAGTCTTAGTGAGACCATCCAAGCCCAAGTGTGAGTTGGAAGGAGAGCTGAC 
AGAAGGAAGTGACCTGACTTTGCAGTGTGAGTCATCCTCTGGCACAGAGCCCATTGTGTATT 
ACTGGCAGCGAATCCGAGAGAAAGAGGGAGAGGATGAACGTCTGCCTCCCAAATCTAGGATT 
GACTACAACCACCCTGGACGAGTTCTGCTGCAGAATCTTACCATGTCCTACTCTGGACTGTA 
CCAGTGCACAGCAGGCAACGAAGCTGGGAAGGAAAGCTGTGTGGTGCGAGTAACTGTACAGT 
ATGTACAAAGCATCGGCATGGTTGCAGGAGCAGl'GACAGGCATAGTGGCTGGAGCCCTGCTG 
ATTTTCCTCTTGGTGTGGCTGCTAATCCGAAGGAAAGACAAAGAAAGATATGAGGAAGAAGA 
GAGACCTAATGAAATTCGAGAAGATGCTGAAGCTCCAAAAGCCCGTCTTGTGAAACCCAGCT 
CCTCTTCCTCAGGCTCTCGGAGCTCACGCTCTGGTTCTTCCTCCACTCGCTCCACAGCAAAT 
AGTGCCTCACGCAGCCAGCGGACACTGTCAACTGACGCAGCACeCCAGCCAGGGCTGGCCAC 
CCT^GGCATACAGCCTAGTGGGGCCT^GAGGTGAGAGGTTCTGAACCAAAGAAAGTCCACCATG 
CTAATCTGACCAAAGCAGAAACCACACCCAGCATGATCCCCAGCCAGAGCAGAGCCTTCCAA 
ACGGTCTGAATTACAATGGACTTGACTCCCACGCTTTCCTAGGAGTCAGGGTCTTTGGACTC 
TTCTCGTGATTGGAGCTCAAGTCACCAGCCA^^ 

GTGAGCATTGCACGGAACT^GATTGAGATGAGCATTTTCCTTATACAATACCAAACAAGGAAA 
AGGATGTAAGCTGATTCATCTGTAAAAAGGCATCTTATTGTGCCTTTAGACCAGAGTAAGGG 
AAAGCAGGAGTCCAAATCTATTTGTTGACCAGGACCTGTGGTGAGAAGGTTGGGGAAAGGTG 
AGGTGAATATACCTAAAACTTTTAATGTGGGATATTTTGTATCAGTGCTTTGATTCACAATT 
TTCAAGAGGAAATGGGATGCTGTTTGTAAATTTTCTATGCATTTCTGCAAACTTATTGGATT 
ATTAGTTATTCAGACAGTCAAGCAGAACCCACAGCCTTATTACACCTGTCTACACCATGTAC 
TGAGCTAACCACTTCTAAGAAACTCCAAAAAAGGAAACATGTGTCTTCTATTCTGACTTAAC 
TTCATTTGTCATAAGGTTTGGATATTAATTTCAAGGGGAGTTGAAATAGTGGGAGATGGAGA 
AGAGTGAATGAGTTTCTCCCACTCTATACTAATCTCACTATTTGTATTGAGCCCAAAATAAC 
TATGAAAGGAGACAAAAATTTGTGACAAAGGATTGTGAAGAGCTTTCCATCTTCATGATGTT 
ATGAGGATTGTTGACAAACATTAGAAATATATAATGGAGCAATTGTGGATTTCCCCTCAAAT 
CAGATGCCTCTAAGGACTTTCCTGCTAGATATTTCTGGAAGGAGAAAATACAACATGTCATT 
TATCAACGTCCTTAGAAAGAATTCTTCTAGAGAAAAAGGGATCTAGGAATGCTGAAAGATTA 
CCCAACATACCATTATAGTCTCTTCTTTCTGAGAAAATGTGAAACCAGAATTGCAAGACTGG 
GTGGACTAGAAAGGGAGATTAGATCAGTTTTCTCTTAATATGTCAAGGAAGGTAGCCGGGCA 
TGGTGCCAGGCACCTGTAGGAAAATCCAGCAGGTGGAGGTTGCAGTGAGCCGAGATTATGCC 
ATTGCACTCCAGCCTGGGTGACAGAGCGGGACTCCGTCTC 



FIGURE 24 



></usr/seqdb2/sst/DNA/Dnaseqs .min/ss .DNA45419 
xsubunit 1 of 1, 373 aa, 1 stop 
><MW: 41281, pi: 8.33, NX(S/T): 3 
MSLLLLLLLVSYYVGTLGTHTEI 

VITYSSRHVYNNLTEEQKGRVAFASNFLAGDASLQIEPLK^ 

ILKVLVRPSKPKCELEGELTEGSDLTLQCESSSGTEPIVYYWQRIREKEGEDERLPPKSRID 
YNHPGRVLLQNLTMSYSGLYQCTAGNEAGK^ 

FLLVWLLIRRKDKERYEEEERPNEIREDAEAPKARLVKPSSSSSGSRSSRSGSSSTRSTANS 
ASRSQRTLSTDAAPQPGLATQAYSLVGPEVRGSEPKKVHHANLTKAETTPSM 

Signal sequence: 

amino acids 1-16 

Transmembrane domain : 

amino acids 232-251 



FIGURE 25 



GTCGTTCCTTTGCTCTCTCGCGCCCAGTCCTCCTCCCT 

GACGCGGGCTGCAGTCGCGGCGGCTTCTC 

AGCCTCCCTTGCCGCCTCCCTCCTCTGCCCGGCCGCAGC^^ 

GCCCGGGAGGCGGCGGTGGATGCGGCGCTGGGCAGAAGCAGCCGCCGATTCCAGCTGCCCCGCGCGCCCCGGGCG 
CCCCTGCGAGTCCCCGGTTCAGCCAE 

GCCCGCCGAGCCACAGCCACGATGATCGCGGGCTCCCTTCTCCTGCTTG 

CCAGAACAGAAGGCCTCGAATCTCATTGGCACA 

GACAAGTGTCCAGCAGGAACCTATGTCTCTGAGC^ 

GTGGGGACCTTTACCAGGCATGAGAATGGCATAGAGAAATGCCATGACTGTAGTCAG 

ATTGAGAAATTACCTTGTGCTGCCTTGACTGACCGAGAATGCACTTGCCCACCTGGCATGTTCCAGTCTAACGCT 
ACCTGTGCCCCCCATACGGTGTGTCCTGTGGGTTGGGGTGTGCGGAAGAAAGGGACAGAGACTGAGGATGTGCGG 
TGTAAGCAGTGTGCTCGGGGTACCTTCTCAGATGTGC 

CTGAGTCAGAACCTGGTGGTGATCAAGCCGGGGACCAAGGAGAC^GACAACGTC 

TCCAGCTCCACCTCACCTTCCCCTGGCACAGC 

TCCTCCACTTATGTTCCCAAAGGCATGAACT 

AGTAGCATCCAGGAAGGGACAGTCCCTGACAACACAAGCTCAGCAAG 
CCAAACCTTCAGGTAGTC^^CCAX:CAGCAAGG 

GCCACTGGGGGCGAGAAGTCCAGCACGCCCATCAAGGGCCCCAAGAGGGGACATCCT 
CATTTTGACATCAATGAGGATTTGCCCTGGAT 

TGCAGTATCCGGAAAAGCTCGAGGACTCTGAAAAAGGGGCCCCGGGA.GGATCCCAGTGCCA 
GGGCTGAAGAAATCGATGACTCCAACCCAG 

ATCCTGAAGCTTGTAGCAGCCCAAGTGGGAAGCCAGTGGAAAGATATC^ 

AGGGAGGTTGCTGCTTTCTCCAATGGGTACACAGCCGACCACGAGCGGGCCTACGCAGCTCT 

ATCCGGGGCCCCGAGGCCAGCCTCGCCCAGCTAATTAG 

AAGATTCGTGGGCTGATGGAAGACACCACCCAGCTGGAAACTGACAAACTAGCTCTCCCGATGA 
CTTAGCCCGAGCCCCATCCCCAGCCCCAACGCGT^ 

CAGGACAAGAACAAGGGCTTCTTCGTGGATGAGTCGGAGCCCCTTCTCCGCTGTGAOT 
TCCGCGCTGAGCAGGAACGGTTCCTTTATTACCA 

CCCTGTGACTTGCAGCCTATCTTTGATGACATGCTCCACTTTCTAAATCCTGAGGAGCTGCGGGTGATTGAAGAG 

ATTCCCCAGGCTGAGGACAAACTAGACCGGCTATC 

CTCCTGGACTCTGTTTATAGCCATCTTCCT^ 

ATTTAGTGGCAGGGTGGTTTTTTAATTTTCTTCTGTT^ 

GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTTAACAGAGAATATGGCCAGTGCTTGAGTTCTTTCTCCTTCT 

TCTCTCTCTTTTTTTTTTAAATAACTCITCT 

ATACCCACCACTAAAGTTTTTTAAGTTCCATO 

TGCACTTTAAATTTACTTAACTTACCATAAATGCAGTGTGACTTTTCCCACACACTGGATTGTC^ 
TTCTTAAAAGTATAATGGCATCTTGTGAATCCTATAAGCAGTCTTTATGTCTCTTAACATTCACACCT 
AAAAACAAATATTATTACTATTTTTATTATTGTTTGTCCTTTATAAATTTTCT 
CCCCATTGAGTTACTGTAATGCT^TTCAACTTTGAGTTATCTTTTAAATATGTCTT 

CTGAAACTTGACCACACTATTGCTGATTGTATGGTTTTCACCTGGACACCGTGTAGAATGCTTGATTACTTGTAC 

TCTTCTTATGCTAATATGCTCTGGGCTGGAGAAATGAAATCCTCAAGCCATCAGGATTTGCTATTTAAGTGGCTT 

GACAACTGGGCCACCAAAGAACTTGAACTTCACCTTTTAGGATTTGAGCT 

GGAAAGTCAAAATCAAGTGCCAGTGGCGCCCTTTCCATAGAGAATTTGCCCA.GCTTT 

TTTTTTATATACACATAATCAATAGGTCCAATCT 

ACTTTAATTAAAAATGGCTGCAACTGTAAGAACCCTTGTCTGATATATTTGCAACT 

TACCTTCTAATGCTCAGTTGCCAGGTTCCAATGCAAAGGTGGCGTGGACTCCCTT 

GTAGTGGTGAAGGACCGATATCAGAAAAATGCCTTC^ 

AAAAAAAAA 
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></usr/seqdb2/sst/DNA/Dnaseqs .min/ss .DNA52594 
xsubunit 1 of 1, 655 aa, 1 stop 
><MW: 71845, pi: 8.22, NX(S/T): 8 

MGTSPSSSTALASCSRIARRATATMIAGSLLLLGFLSTTTAQPEQKASNLIGTYRHVDRATG 

QVLTCDKCPAGTYVSEHCTOTSLRVCSSCPVGTFTRHENGIEKCHDCSQPCPWPMIEKLPCA 

ALTDRECTCPPGMFQSNATCAPHTVCPVGWGVRKKGTETEDVRCKQCARGTFSDVPSSVMKC 

KAYTDCLSQNLWIKPGTKETDNVCGTLPSFSSSTSPSPGTAIFPRPEHMETHEVPSSTYVP 

KGMNSTESNSSASWPKVLSSIQEGTVPDNTSSARGKEDVNKTLPNLQVVN^ 

KLLPSMEATGGEKSSTPIKGPKRGHPRQNLHKHFDINEHLPWMIVLFLLLVLVVIVVCSIRK 

SSRTLKKGPRQDPSAIVEKAGLKKSMTPTQNREKWIYYCNGHGIDILKLVAAQVGSQWKD 

QFLCNASERE VAAFSNG YTADHERAYAALQHWT I RGPE AS IiAQL I S ALRQHRRNDWEKI RG 

LMEDTTQLETDKLAL PMS PS PLS PS P I PS PNAKLENS ALLTVE PS PQDKNKGFFVDE S E PLL 

RCDSTSSGSSALSRNGSFITKEKKDTVLRQVRLDPCDLQPIFDDMLHFLNPEELRVIEEIPQ 

AEDKLDRLFEI IGVKSQEASQTLLDSVYSHLPDLL 

Signal sequence: 

amino acids 1-41 

Transmembrane domain: 

amino acids 350-370 



FIGURE 27 



ATGGGAAGCCAGTAACACTGTGGCCTACTATCTCTTCCGTGGTGCCATCTACATTTTTGGGA 
CTCGGGAATTATGAGGTAGAGGTGGAGGCGGAGCCGGATGTCAGAGGTCCTGAAATAGTCAC 
CATGGGGGAAAATGATCCGCCTGCTGTTGAAGCCCCCTTCTCATTCCGATCGCTTTTTGGCC 
TTGATGATTTGAAAATAAGTCCTGTTGCACCAGATGCAGATGCTGTTGCTGCACAGATCCTG 
TCACTGCTGCC^TTGAAGTTTTTTCC^TCATCGTCATTGGGATCATTGCATTGATATTAGC 
ACTGGCCATTGGTCTGGGCATCCACTTCGACTGCTCAGGGAAGTACAGATGTCGCTCATCCT 
TTAAGTGTATCGAGCTGATAGCTCGATGTGACGGAGTCTCGGATTGCAAAGACGGGGAGGAC 
GAGTACCGCTGTGTCCGGGTGGGTGGTCAGAATGCCGTGCTCCAGGTGTTCACAGCTGCTTC 
GTGGAAGACCATGTGCTCCGATGACTGGAAGGGTCACTACGCAAATGTTGCCTGTGCCCAAC 
TGGGTTTCCCAAGCTATGTGAGTTCAGATAACCTCAGAGTGAGCTCGCTGGAGGGGCAGTTC 
CGGGAGGAGTTTGTGTCCATCGATCACCTCTTGCCAGATGACAAGGTGACTGCATTACACCA 
CTCAGTATATGTGAGGGAGGGATGTGCCTCTGGCCACGTGGTTACCTTGCAGTGCACAGCCT 
GTGGTCATAGAAGGGGCTACAGCTCACGCATCGTGGGTGGAAACATGTCCTTGCTCTCGCAG 
TGGCCCTGGCAGGCCAGCCTTCAGTTCCAGGGCTACCACCTGTGCGGGGGCTCTGTCATCAC 
GCCCCTGTGGATCATCACTGCTGCACACTGTGTTTATGACTTGTACCTCCCCAAGTCATGGA 
CCATCCAGGTGGGTCTAGTTTCCCTGTTGGACAATCCAGCCCCATCCCACTTGGTGGAGAAG 
ATTGTCTACCACAGCAAGTACAAGCCAAAGAGGCTGGGCAATGACATCGCCCTTATGAAGCT 
GGCCGGGCCACTCACGTTCAATGAAATGATCCAGCCTGTGTGCCTGCCCAACTCTGAAGAGA 
ACTTCCCCGATGGAAAAGTGTGCTGGACGTCAGGATGGGGGGCCACAGAGGATGGAGGTGAC 
GCCTCCCCTGTCCTGAACC^CGCGGCCGTCC^ 

GGACGTGTACGGTGGCATCATCTCCCCCTCCATGCTCTGCGCGGGCTACCTGACGGGTGGCG 
TGGACAGCTGCCAGGGGGACAGCGGGGGGCCCCTGGTGTGTCAAGAGAGGAGGCTGTGGAAG 
TTAGTGGGAGCGACCAGCTTTGGCATCGGCTGCGCAGAGGTGAACAAGCCTGGGGTGTACAC 
CCGTGTCACCTCCTTCCTGGACTGGATCCACGAGCAGATGGAGAGAGACCTAAAAACCTGAA 
GAGGAAGGGGACAAGTAGCCACCTGAGTTCCTGAGGTGATGAAGACAGCCCGATCCTCCCCT 
GGACTCCCGTGTAGGAACCTGCACACGAGCAGACACCCTTGGAGCTCTGAGTTCCGGCACCA 

GTTTTTTGTTTTTTTGAGGTGGAGTCTCGCTCTGTTGCCCAGGCTGGAGTGCAGTGGCGAAA 
TCCCTGCTCACTGCAGCCTCCGCTTCCCTGGTTCAAGCGATTCTCTTGCCTCAGCTTCCCCA 
GTAGCTGGGACCACAGGTGCCCGCCACCACACCCAACTAATTTTTGTATTTTTAGTAGAGAC 
AGGGTTTCACCATGTTGGCCAGGCTGCTCTCAAACCCCTGACCTCAAATGATGTGCCTGCTT 
CAGCCTCCCACAGTGCTGGGATTACAGGCATGGGCCACCACGCCTAGCCTCACGCTCCTTTC 
TGATCTTCACTAAGAACAAAAGAAGCAGCAACTTGCAAGGGCGGCCTTTCCCACTGGTCCAT 
CTGGTTTTCTCTCCAGGGTCTTGCAAAATTCCTGACGAGATAAGCAGTTATGTGACCTCACG 
TGCAAAGCCACCAACAGCCACTCAGAAAAGACGCACCAGCCCAGAAGTGCAGAACTGCAGTC 
ACTGCACGTTTTCATCTCTAGGGACCAGAACCAAACCCACCCTTTCTACTTCCAAGACTTAT 
TTTCACATGTGGGGAGGTTAATCTAGGAATGACTCGTTTAAGGCCTATTTTCATGATTTCTT 
TGTAGCATTTGGTGCTTGACGTATTATTGTCCTTTGATTCCAAATAATATGTTTCCTTCCCT 
CATTGTCTGGCGTGTCTGCGTGGACTGGTGACGTGAATCAAAATCATCCACTGAAA 
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></usr/seqdb2/sst/DNA/Dnaseqs .min/ss .DNA45234 
xsubunit 1 of 1, 453 aa, 1 stop 
><MW: 49334, pi: 6.32, NX(S/T): 1 

MGENDPPAVEAPFSFRSLFGLDDLKISPVAPDADAVAAQILSLLPLKFFPIIVIGIIALILA 

LAIGLGIHFDCSGKYRCRSSFKCIELIARCDGVSDCKDGEDEYRCVRVGGQNAVLQVFTAAS 

WKTMCSDDWKGHYANVACAQLGFPSYVSSDNLRVSSL^ 

SVYWEGC^SGHVVTLQCTACGHRRGYSSRIVGGl^ 

PLWIITAAHCVYDLYLPKSVTTIQVGLVSLLD^ 

AGPLTFNEMIQPVCLPNSEENFPDGKVCVTC'SGWGATEDGGDASPVI^ 

DVYGGI ISPSMLCAGYLTGGVDSCQGDSGGPLVGQERRLWKLVGATSFGIGCAEVNKPGVYT 
RVTSFLDWIHEQMERDLKT 

Signal Peptide: 

amino acids 1-20 

Transmembrane domain : 

amino acids 240-284 



FIGURE 29 



CCCACGCGTCCGTCCTAGTCCCCGK3GCC 
GCCAGAACGGCGCGCGCGCGCGCACGCACGCAC^CAC^^ 
GCTCAGCGGCGGCGCGGGCGCTGCGCGAGGGCTC 
CGCCCGGCCCCGGCTCGGCGCCCGCGTGGGATGGTC 

GCCGGCGACG ATGG CAGCGCGCCCGCTGCCCGTGTCCCCCGCCCGCGCCCTCCTGCTCGCCCTGGCCGGTGCTCT 

GCTCGCGCCCTGCGAGGCCCGAGGGGTGAGCTTAT 

TCGGAGTGGGGACCTCTGGATCCCAGTGAAGAGCTTC^ 

ACAACGGGAAAGCAAAGAACTGATCATAAATCTGGAAAGAAATGAAG^^ 

CCACTATCTGCAAGACGKSTACTGATGTCTCCC^ 

ACGGGGATATTCTGATTCAGCAGTCAGTCTCAGCACGTGTTCT 

AAGCTATGTOTTAGAACCAATGAAAAGTGCAACCAAC^GATACAAACTCTTCCCA 

CCGGGGATCATGTGGATCACATCACAACACACCAAACCTCGCTGCAAAGAAT^^ 

ATGGGCAAGAAGGCATAAAAGAGAGACCCTCAAGGCAACTAAGTATGTGGAGCTG 

AGAGTTTCAGAGGCAAGGAAAAGATCTGGAAAAAGTTAAGCAGCGA 

GTTTTACAGACCACTGAACATTCGGATCGTGTTG 

AAGTCAGGACCCATTCACCAGCCTCCATGAATTTCTGGACT^ 

TGACAATGCGCAGCTTGTCAGTGGGGTTTATTTCCAAGGGACCACCATCGGCA 

CACGGCAGACCAGTCTGGGGGAATTGTCATGGAC^^ 

TGAGCTGGGCCACAATTTCGGGATGAATCATGACA^ 

AGGAGGCTGCATCATGAACGCTTCCACCGGGTACCCATTTCCCATGGTGTTCAGC^GTTG 

GGAGACCAGCCTGGAGAAAGGAATGGGGGTGTGCCTGTTTAACCT 

GAAGTGTGGGAAGRGATTTGTGGAAGAAGGAGAGGAGTGTGACTGTGGGGAGCCA 

CTGCAATGCCACCACCTGTACCCTGAAGCCGGACGCTGTGTGCGCACATGGGCTGTGCT 

GAAGCCTGCAGGAACAGCGTGCAGGGACTCCAGCAACTCCTGTGACCTCCCAGAGTTCT 

TCACHX^CCAGCGAATGTGTACCTGCAC^ 

CTGCCAGACTCACGAGCAGCAGTGTGTCACGCTCTGGGGACCAGGTGCTAAACCTGCCCCTG 

GAGAGTCAATTCTGCAGGTGATCCTTATGGCAACTGTGGCAAAGTCTCGAAGA 

GAGAGATGCTAAATGTGGAAAAATCCAGTGTCAAGGAGGTGCCAGCa^CCAGT 

CATAGAAACAAACATCCCTCTGCAGCAAGGAGGCCGGAT 

CATGCCGGACCCAGGGCTTGTGCTTGC^<^ 

AAATATTAGTGTCTTTGGGGTTCACGAGTGTGCAATC 

CTGCCACTGCGAGGCCCACTGGGCAC^ 

CATCCGGC7^GCAGAAGCAAGGCAGGAAGCTGCAGAGTCCAA(^ 

ATCGCAGGAGCATGCGTCTACTGCCTCACrGACACTCATCTGAGCCCT 

CTGCTGCAGAGGAGGTCACGCGTCCCCAAGGCCTCCTGTGACTGGCAGCATTGA 

TCCATGACAACAGACACAACACAGTTCTCGGGGCTC^ 

CAGTGCAAGGAAGGGCAGCGACTTCCTGGTTGAGCT^ 

AGAGTAGCAGGTTACCACTCTGGCAGGCCCCAGCCCTGC^ 

ACTGAGCCTCCACAGCAGTGGGGGAGAAGCAAGGGTTGGGCCCAGTGTCCCCTTTCCC^ 

TGGCAGCCCTGATGACTGGTCTCTGGCTGCAACTTAATGCT 

AGCAGGGTTTTAGTTTTTAATTTATCAGAGACC^ 

TGAAACAAACTGGAGAAGAAGGTAGGAGAAAGGGCGGTGAACTCTGGCTCTTTGOT 

AGTACTCAGGTTTGAGGGTTTGCAGAAAGCCAGGGAACCCACAGAGTCACCAAC 

TGTTAAAAAGTGAAAACAATGTAAGAGCCTAACTCCA^ 

GAAAT 



FIGURE 30 



>< /us r / seqdb2 / s s t /DNA/Dnaseqs • min/ ss . DNA4 9 6 2 4 

xsubunit 1 of 1, 735 aa, 1 stop 

><MW: 80177, pi: 7.08, NX(S/T): 5 

MAARPLPVSPARALLIiALAGALIiAP 

NHPEVLNIRLQRESKELIINLERNEGLIASSFTET^ 

YSDSAVSLSTCSGLRGLIVFENESYVLEPMKSATNRYKLFPAKKL 

AKNVFPPPSQTWARRHKRETLKATKYVELVIVADNREFQRQGKDLEKVKQRLIE 

YRPLNIRIVLVGVEVWITO^ 

TT I GMAP I MSMCTADQSGG I VMDHSDNPLGAAVTLAHEIiGHNFGMNHDTLDRGC S CQMAVEK 
GGCIMNASTGYPFPMVFSSCSRKDLETSLEKGMGVCLFNLPEVRESFGGQKCGNRFVEEGEE 
CDCGEPEECMNRCCNATTCTLKPDAVCAHGLCCEDCQLKPAGTACRDSSNSCDLPEFCTGAS 
PHCPANVYLHDGHSCQDVDGYCYNGICQTHE 

CGKVS KS S FAKCEMRD AKCGKI QCQGGASRPVIGTNAVS IETNI PLQQGGRI LCRGTHVYLG 
DDMPDPGLVXjAGTKCADGKI CLNRQCQNI S VFGVHECAMQCHGRGVCNNRKNCHCEAHWAPP 
FCDKFGFGGSTDSGPIRQAEARQEAAESNRERGQGQEPVGSQEHASTASLTLI 



Signal peptide: 

amino acids 1-28 



FIGURE 31 

TCCCAAGGCTTCTTGGATGGCAGATGATTNTGGGGTTTTGCATTGTTTCCCTGACAACGAAA 
ACAAAACAGTTTTGGGGGTTCAGGAGGGGAANTCCAGCCTACCCAGGAAGTTTGCAGAAACA 
GTGC7VAGGAAGGGCAGGANTTCCTGGTTGAGNTTTTTGNTAAAACATGGACATGNTTCAGTG 
CTGCTCNTGAGAGAGTAGCAGGTTACCACTTTTGGCAGGCCCCAGCCCTGCAGCAAGGAGGA 
AGAGGACTCAAAAGTTTGGCCTTTCACTGAGCCTCCACAGCAGTGGGGGAGAAGCAAGGGTT 
GGGCCCAGTGTCCCCTTTCCCCAGTGAGACCTCAGC^ 

GGCTGCAANTTAATGCTNTGATATGGCTTTTAGCATTTATTATATGAAAATAGCAGGGTTTT 
AGTTTTTAATTTATCAGAGACCCTGCCACCCATTCCATNTCCATCCAAG 



FIGURE 32 



CATCCTGCAACATGGTGAAACCACGCCTGGCTAATTTTGTTGTATTTTTGGTAGAGATGGGA 
TTTCACCGTGTTAGCCAGGATTGTCTCAATCTGACCTCATGATCTGCCCGCCTCGGCCTCCC 
AAAGTGCTGGGATTACAGGCGAGTGCAACC^G^^ 

GAAACCATACCTTTTACATTTTTAATGACAGGAAAATGCTCACAATAATTGTTAACCCAAAA 

TTCTGGATACAAAAGTACAATCTTTACTGTGTAAATACATGTATATGTACTATATGAAAATA 

TACCAAATATCTU^TAATACTTATCTCTGGGTAAAAACCTCTTCTCATACCCTGTGCTAACAA 

CTTTTAACAAAAAATTTGC71TCACTTTTAAGAATCAAGAAAAATTTCTGAAGGTCAT 

ACAGAAAAAAAAACCAAGGGAAAAATCACGCCACTTGGGAAAAAAAGATTCGAAATCTGCCT 

TTTTATAGATTTGTAATTAATAAGGTCCAGGCTTTCTAAGCAACTTAAATGTTTTGTTTCGA 

AACAAAGTACTTGTCTGGATGTAGGAGGAAAGGGAGTGATGTCACTGCCATTATGATGCCCC 

TTGAATATAAGACCCTACTTGCTATCTCCCCTGCACCAGCCAGGAGCCACCCATCCTCCAGC 

ACACTGAGCAGCAAGCTGGACACACGGCACACTGATCCAA ATGG GTAAGGGGATGGTGGCGA 

TGCTCATTCTGGGTCTGCTACTTCTGGCGCTGCTCCTACCCGTGCAGGTTTCTTCATTTGTT 

CCTTTAACCAGTATGCCGGAAGCTACTGCAGCCGAAACCACAAAGCCCTCCAACAGTGCCCT 

ACAGCCTACAGCCGGTCTCCTTGTGGTCTTGCTTGCCCTTCTACATCTCTACCAT TAAG AGG 

CAGGTCAAGAAACAGCTACAGTTCTCCAACCCATACACTAAAACCGAATCCAAATGGTGCCT 

AGAAGTTGAATGTGGCAAGGAAAAAAACGAGGTCT 

ATTAACAGAGAAACGCTTGAGAGTCTCAAACTGGACTGGTTTAAAGAGCATCTGAAGGATTT 
GACTAGATGATAAATGCCTGTACTCCCAGTACTTTGGGAGGCCTAGGCCGGCGGATCACCTG 
AGGTCAGGAGTTTGAGACTAACCTGGCCAAAATGGTGAAACCCCATCTGTACTAAAAATACA 
AATATTGACTGGGCGTGGTGGTGAGTGCCTGTGATCCCAGCTACTCAGGTGGCTGAAGCAGG 
ACAATCACTTGAACTCAGGAGGCAGAGGTTGCAGTGAGCTGAGATCGCGCTACTGCACTCTA 
GCCTAGCCTGGGCAAGAGAGTGAGACTTCGTCTCJ^ 

CACGCCTGTAATCCCGGCACTTTGGGAGGCCGAGGTGGGCGGATCACGAGGTCAGGAGATCA 
AGACC^TCCTGGCTAATACAGTGAAACCCTGTCTCTACTAAAAATAC^AAAATTAGCCGGG 
GATGGTGGCA.GGCACCTGGAGTCCGAGCTACTCGC^AGGCTGAGGCAGGAGAATAGCGTGAA 
CTCAGGAGGCGGAGCTTGCAGTGAGCCGAGATTGCGCTACTGCACTCCAGCCTGGGCGACAG 
CGCGAGACTCCGTCTCAAAAAAAAAAAAAAAAAAAAAAAA 



FIGURE 33 



></usr/seqdb2/sst/DNA/Dnaseqs .min/ss .DNA483 09 

xsubunit 1 of 1, 67 aa, 1 stop 

><MW: 6981, pi: 7.47, NX(S/T): 0 

MGKGMVAMLILGLLLIALLLPVQVSSFVPL^ 

LHLYH 

Signal peptide: 

amino acids 15-27 



FIGURE 34 



GCCGCGGCGAGAGCGCGCCCAGCCCCGCCGC GATG CCCGCGCGCCCAGGACGCCTCCTCCCGCTGCTGGCCCGGC 

CGGCGGCCCTGACTGCGCTGCTGCTGCTGCTC 

AGGCGGCGGCGGCGGCGGCGGACGGGCCCCCCGCGG^ 

TGTACACGGCCGACATGTTCACGCACGGGATCCAGAGCG 

GACACTGCCAGCGGCTGGAGCCGACTTGGAATGACCT 

ATGTGGCTAAAGTGGACTGCACGGCCCACTCCGACGTGTGCTCCGCCCAGGGGGTGCGAGGATACCCCACCTTAA 

AGCTTTTCAAGCCAGGCCAAGAAGCTGTGAAGTACCAG<^ 

TGCAGACACTGAACGAGGAGCCAGTGACACCAGAGCCGG 

GGCTGTATGAGCTCTCAGCAAGCAACTTTGAGCTGCA 

CGTGGTGTGK3TCACTGCAAAGCCCTGGCTCCAACCTG 

TCAAGATTGGCAAGGTTGATTGTACACAGCACTATG^ 

TTCTCTGGTTCCGAGATGGGAAAAAGGTGGATCAGTACAAGGGAAAGCGGGATTTGGA 

TGGAGTCGCAGCTGC^GCGCACAGAGACTGGAGCGACGGAGACCGTGACGCCCTCAGAGGCCCC 

CTGAGCCCGAGGCTGACAAGGGCACTGTGTTGGCACTCACTGAAAATAA 

TAACCTTC^TCAAGTTTTATGCTCCATGGTGTGGTCATTGTAAGACTCTGGOTCOT 

AAAAGGAATTCCCTGGTCTGGCGGGGGTCAAGATCGCCGA^ 

AGTATTCGGTACGAGGCTACCCCACGTTATTGCITTT 

GAGACCTTGACTCGTTACACCGCTTTGTCCTGAC^ 

CTCTCCTGCCCAGCTCCCGCACCCTGCGTT^^ 

GTTCAG&AAGCAGAACATACTAAGCGTGAGGTATCT^ 

ATTCTTTATTAAGTTAAGTTTCTCTAAGTAAATGTGTAACTCATGGTCACTGTGTAAACATTTTCAGTGGCGATA 

TATCCCCTTTGACCTTCTCTTGATGAAATTTAGATGGTTTCCTTTGAGACTAAAATAGCGTTGAG 

TTGCTGGACTATTTGTGGCTCCTGAGTTGAGTGATTTTGGTGAAAGAAAGCACATCCAAAGCATAGTTTACCTGC 

CCACGAGTTCTGGAAAGGTGGCCTTGTGGCAGTATTC 

TGTGTTGGTCCGTAGC^TGGAGCAGATTGAAATGC^^ 

TGGAGCTTCTGTTGCTGTGAATACTTCTCTCAGTGTGAGAGGTTAGCCGTGATGAAAGCAGCGTTACTTCTGACC 
GTGCCTGAGTAAGAGAATGCTGATGCGATAACTTTATGTGTCGATACTTGTCAAATCAGTTACTGTTCAGGGGAT 
CCTTCTGTTTCTCACGGGGTGAAACATGTCTTTAGTT 

TGGATGTCTTCCTTAGAAAGGGTAGGCATGGAAAATTCCACGAGGCTCATTCTCAGTATCTCA 
AAGATTCCAGTTGTATTTGTCACCTGGGGTGACAAGACCAGACAGGCTTTCCCAGGC 

TCTGCAGCCCTGCTGAAGGGCCCTAACTAGAGTTCTAGAGTTTCTGATTCTGTTTCTCAGTAGTCCTTTTAGAGG 

CTTGCTATACTTGGTCTGCTTCAAGGAGGTCGACCTTCTAATGTATGAAGAATGGGATGCATTTGATCT 

CAAAGACAGATGTCAGTGGGCTGCTCTGGCCCTGGTGTG^ 

ACTCATGCTGTCCTTGTGATTAAACACCTCTATCTCCCTTGGGAATAAGCACATACAGGCTTAAGCTCTAAGATA 
GATAGGTGTTTGTCCTTTTACCATCGAGCTACTTCCC^^ 

CCCATACGCAAGGGGATGTGGATACTTGGCCCAAAGTAACTGGTGGTAGGAATCTT 

CTGTCTGTCTGAGGCAGAAGATAACAGCAGCATCTCGACCAGCCTC^^ 

TATGGTTCAC^GATAATTCTTTTTTTAAAAAAACCCAACCTCCT 

GACAACTTCAGCTTTGCATCACGAGTCTTGTATTCCAAGAAAATCAAAGTGG 

GATACTTTCTAAATAAACTCTTTTTTTTTAA 



FIGURE 35 



></usr/seqdb2/sst/DNA/Dnaseqs .min/ss .DNA46776 
xsubunit 1 of 1, 432 aa, 1 stop 
><MW: 47629, pi: 5.90, NX(S/T): 0 

MPARPGRLLPLLARPAALTALLLLLLGHGGGGRWGARAQEAAAAAADGPPAADGEDGQDPHS 
KHLYTADMFTHGIQSAAHFVMFFAPWCGHCQRLQP 

SDVCSAQGVRGYPTLKLFKPGQEAVKYQGPRDFQTLENWMLQTIjNEEPVTPEPEVEPPSAPE 
LKQGLYELSASNFELHVAQGDHFIKFFAPWCGHCKAL^ 
QHYELCSGNQWGYPTLLWFRDGKK^QYKGKRDLESL^ 
PVLAAEPEADKGTVLALTEmFDDT^ 

GVKIAEVDCTAERNICSKYSVRGYPTLLLFRGGKKYSEHSGGRDLDSLHRFVLSQAKDEL 



Signal sequence: 

amino acids 1-32 



FIGURE 3 6 



CTTTTCTGAGGAACCACAGC^ 

CCTCCTGGTACTATTTCTTTTGCAAATTCAGAGTCTGGGTCTGGATATTGATAGCCGTCCTA 

CCGCTGAAGTCTGTGCCACACACAC^TTTC^CCAGGACCCAAAGGAGATGATGGTGAAAAA 

GGAGATCCAGGAGAAGAGGGAAAGCATGGCAAAGTGGGACGCATGGGGCCGAAAGGAATTAA 

AGGAGAACTGGGTGATATGGGAGATCAGGGCAATATTGGCAAGACTGGGCCCATTGGGAAGA 

AGGGTGACAAAGGGGAAAAAGGTTTGCTTGGAATACCTGGAGAAAAAGGCAAAGCAGGTACT 

GTCTGTGATTGTGGAAGATACCGGAAATTTGTTGGACAACTGGATATTAGTATTGCTCGGCT 

GAAGACATCTATGAAGTTTGTCAAGAATGTGATAGCAGGrGATTAGGGAAACTGAAGAGAAAT 

TCTACTACATCGTGCAGGAAGAGAAGAACTACAGGGAATCCCTAACCCACTGCAGGATTCGG 

GGTGGAATGCTAGCCATGCCCAAGGATGAAGCTGCCAACACACTCATCGCTGACTATGTT 

CAAGAGTGGCTTCTTTCGGGTGTTCATTGGCGTGAATGACCTTGAAAGGGAGGGACAGTACA 

TGTCCACAGACAACACTCC^CTGCAGAACTATAGCAACTGGAATGAGG^ 

CCCTATGGTCATGAGGACTGTGTGGAGATGCTGAGCTCTGGCAGATGGAATGACACAGAGTG 

CCATCTTACCATGTACTTTGTCTGTGAGTTCATCAAGAAGAAAAA GTAAC TTCCCTCATCCT 

ACGTATTTGCTATTTTCCTGTGACCGTCATTACAGTTATTGTTATCCATCCTTTTTTTCCTG 

ATTGTACTACATTTGATCTGAGTCAACATAGCTAGAAAATGCTAAACTGAGGTATGGAGCCT 

CCATCATCAAAAAAAAAAAAAAAA 



FIGURE 37 

>< /usr / seqdb2 /ss t/DNA/Dnaseqs . min/ ss . DNA5 0 9 8 0 
xsubunit 1 of 1, 277 aa, 1 stop 
><MW: 30645, pi: 7.47, NX(S/T): 2 

MNGFASLLRRNQFILLVLFLLQIQSLGLDIDSRPTAEVCATHTISPGPKGDDGEKGDPGEEG 
KHGKVGRMGPKG I KGELGDMGDQGNI GKTGP IGKKGDKGEKGLLG I PGEKGKAGTVCDCGRY 
RKFVGQLDISIARLKTSMKFVKWIAGIRETEEKFY^ 

KDEAANTLIADYVAKSGFFRVFIGVNDLEREGQYMSTDNTPLQNYSNWNEGEPSDPYGHEDC 
VEMLSSGRWNDTECHLT3VIYFVCEFIKKKK 



Signal peptide: 

amino acids 1-25 



FIGURE 3 8 



GGTTCTATCGATTCGAATTCGGCCACACTGGCCGGATCCTCTAGAGATCCCTCGACCTCGAC 

CCACGCGTCCGCTGCTCTCCGCCCGTGTGGAGTGGTGGGGGCCTGGGTGGGA ATGG GCGTGT 

GCCAGCGCACGCGCGCTCCCTGGAAGGAGAAGTCTCAGCTAGAACGAGCGGCCCTAGGTTTT 

CGGAAGGGAGGATGAGGGATGTTTGCGAGCGGCTGGAACCAGACGGTGCCGATAGAGGAAGC 

GGGCTCCATGGCTGCCCTCCTGCTGCTGCCCCTGCTGCTGTTGCTACCGCTGCTGCTGCTGA 

AGCTACACCTCTGGCCGCAGTTGCGCTGGCTTCCGGCGGACTTGGCCTTTGCGGTGCGAGCT 

CTGTGCTGCAAAAGGGCTCTTCGAGCTCGCGCCCTGGCCGCGGCTGCCGCCGACCCGGAAGG 

TCCCGAGGGGGGCTGCAGCCTGGCCTGGCGCCTCGCGGAACTGGCCCAGCAGCGCGCCGGGC 

ACACCTTTCTCATTCACGGCTCGCGGCGCTTTAGCTACTCAGAGGCGGAGCGCGAGAGTAAC 

AGGGCTGCACGCGCCTTCCTACGTGCGCTAGGCTGGGACTGGGGACCCGACGGCGGCGACAG 

CGGCGAGGGGAGCGCTGGAGAAGGCGAGCGGGCAGCGCCGGGAGCCGGAGATGCAGCGGCCG 

GAAGCGGCGCGGAGTTTGCCGGAGGGGACGGTGCCGCCAGAGGTGGAGGAGCCGCCGCCCCT 

CTGTCACCTGGAGCAACTGTGGCGCTGCTCCTCCCCGCTGGCCCAGAGTTTCTGTGGCTCTG 

GTTCGGGCTGGCCAAGGCCGGCCTGCGCACTGCCTTTGTGCCCACCGCCCTGCGCCGGGGCC 

CCCTGCTGCACTGCCTCCGCAGCTGCGGCGCGCGCGCGCTGGTGCTGGCGCCAGAGTTTCTG 

GAGTCCCTGGAGCCGGACCTGCCCGCCCTGAGAGCCATGGGGCTCCACCTGTGGGCTGCAGG 

CCCAGGAACCCACCCTGCTGGAATTAGCGATTTGCTGGCTGAAGTGTCCGCTGAAGTGGATG 

GGCCAGTGCCAGGATACCTCTCTTCCCCCCAGAGCATAACAGACACGTGCCTGTACATCTTC 

ACCTCTGGCACCACGGGCCTCCCCAAGGCTGCTCGGATCAGTCATCTGAAGATCCTGCAATG 

CCAGGGCTTCTATCAGCTGTGTGGTGTCCACCAGGAAGATGTGATCTACCTCGCCCTCCCAC 

TCTACCACATGTCCGGTTCCCTGCTGGGCATCGTGGGCTGCATGGGCATTGGGGCCACAGTG 

GTGCTGAAATCCAAGTTCTCGGCTGGTCAGTTCTGGGAAGATTGCCAGCAGCACAGGGTGAC 

GGTGTTCCAGTACATTGGGGAGCTGTGC CGATACCTTGTCAAC C AGC C C C CGAGCAAGGCAG 

AACGTGGCCATAAGGTCCGGCTGGCAGTGGGCAGCGGGCTGCGCCCAGATACCTGGGAGCGT 

TTTGTGCGGCGCTTCGGGCCCCTGCAGGTGCTGGAGACATATGGACTGACAGAGGGCAACGT 

GGCCACCATCAACTACACAGGACAGCGGGGCGCTGTGGGGCGTGCTTCCTGGCTTTACAAGC 

ATATCTTCCCCTTCTCCTTGATTCGCTATGATGTCACGACAGGAGAGCCAATTCGGGACCCC 

CAGGGGCACTGTATGGCCACATCTCCAGGTGAGCCAGGGCTGCTGGTGGCCCCGGTAAGCCA 

GCAGTCCCCATTCCTGGGCTATGCTGGCGGGCCAGAGCTGGCCCAGGGGAAGTTGCTAAAGG 

ATGTCTTCCGGCCTGGGGATGTTTTCTTCAACACTGGGGACCTGCTGGTCTGCGATGACCAA 

GGTTTTCTCCGCTTCCATGATCGTACTGGAGACACCTTCAGGTGGAAGGGGGAGAATGTGGC 

CACAACCGAGGTGGCAGAGGTCTTCGAGGCCCTAGATTTTCTTCAGGAGGTGAACGTCTATG 

GAGTCACTGTGCCAGGGCATGAAGGCAGGGCTGGAATGGCAGCCCTAGTTCTGCGTCCCCCC 

CACGCTTTGGACCTTATGCAGCTCTACACCCACGTGTCTGAGAACTTGCCACCTTATGCCCG 

GCCCCGATTCCTCAGGCTCCAGGAGTCTTTGGCCACCACAGAGACCTTCAAACAGCAGAAAG 

TTCGGATGGCAAATGAGGGCTTCGACCCCAGCACCCTGTCTGACCCACTGTACGTTCTGGAC 

CAGGCTGTAGGTGCCTACCTGCCCCTCACAACTGCCCGGTACAGCGCCCTCCTGGCAGGAAA 

CCTTCGAATCTGAGAACTTCCACACCTGAGGCACCTGAGAGAGGAACTCTGTGGGGTGGGGG 

CCGTTGCAGGTGTACTGGGCTGTCAGGGATCTTTTCTATACCAGAACTGCGGTCACTATTTT 

GTAATAAATGTGGCTGGAGCTGATCCAGCTGTCTCTGACCTAAAAAAAAAAAAAAAAAAAAA 

AAAAAAAAAGGGCGGCCGCGACTCTAGAGTCGACCTGCAGTAGGGATAACAGGGTAATAAGC 

TTGGCCGCCATGGCCCAACTTGTTTATTGCAG 



FIGURE 39 



></usr/seqdb2/sst/DNA/Dnaseqs .min/ss .DNA50913 
xsubunit 1 of 1, 730 aa, 1 stop 
><MW: 78644, pi: 7.65, NX(S/T): 2 

MGVCQRTRAPWKEKSQLERAALGFRKGGSGMFASGWNQTVPIEEAGSMAALLLLPLLLLLPL 
LLLKLHLWPQLRWLPAD^FAVRAL 

RAAHTFLIHGSRRFSYSEAERESNRAARAFLRALGWDWGPDGGDSGEGSAGEGERAAPGAGD 
AAAGSGAEFAGGDGAARGGGAAAPLSPGATVALLLPAGPEFLWLWFGLAKAGLRTAFVPTAL 
RRGPLLHCLRSCGARALVLAPEFLESLEPDLPALRAMGLHLWAAGPGTHPAGISDLLAEVSA 
EVDGPVPGYLSSPQSITDTCLYIFTSGTTGLPKAARISHLKILQCQGFYQLCGVHQEDVIYL 
ALPLYHMSGSLLGIVGCMGIGATWLKSKFSA 

SKAERGHK^/RLAVGSGLRPDTWERFVRRFGPLQVLETYGLTEGN^ 

LYKHIFPFSLIRYDVTTGEPIRDPQGHCMATSPGEPGLLVAPVSQQSPFLGYAGGPEIiAQGK 
LLKDVFRPGDVFFNTGDLLVCDDQGFLRFHDRTGDTFRWKGENVATTEVAEVFEALDFLQEV 
NVYGVTVPGHEGRAGMAALVLRPPHALDLMQLYTHVSENLPPYARPRFLRLQESLATTETFK 
QQKVRMANEGFDPSTLSDPLYVLDQAVGAYLPLTTARYSALLAGNLRI 

Type IX transmembrane domain: 

amino acids 45-65 

Other transmembrane domain : 

amino acids 379-398 

cAMP- and cGMP - dependent protein kinase phosphorylation site 

starting at. amino acid 136 

CUB domain protein motif 

amino acids 254-261 

putative AMP -binding domain siganture 

amino acids 332-343 

N-glycosylation sites 

amino acids 37-40 and 483-486 



FIGURE 40 

CCTGTGTTAAGCTGAGGTTTCCCCTAGATCTCGTATATCCCCAACACATACCTCCACGCACA 

CACATCCCCAAGAACCTCGAGCTCACACGAACAGACACACGCGCGCATACACACT 

GCTTGTCCATCTCCCTCCCGGGGGAGCCGGCGCGCGCTCCCACCTTTGCCGCACACTCCGGC 

GAGCCGAGCCCGCAGCGCTCCAGGATTCTGCGGCTCGGAACTCGGATTGCAGCTCTGAACCC 

CCATGGTGGTTTTTTAAACACTTCTTTTCCTTCTCTTCCTCGTTTTGATTGCACCGTTTCCA 

TCTGGGGGCTAGAGGAGCAAGGCAGCAGCCTTCCCAGCCAGCCCTTGTTGGCTTGCCATCGT 

CCATCTGGCTTATAAAAGTTTGCTGAGCGCAGTCCAGAGGGCTGCGCTGCTCGTCCCCTCGG 

CTGGCAGAAGGGGGTGACGCTGGGCAGCGGCGAGGAGCGCGCCGCTGCCTCTGGCGGGCTTT 

CGGCTTGAGGGGCAAGGTGAAGAGCGCACCGGCCGTGGGGTTTACCGAGCTGGATTTGTATG 

TTGCACCATGCCTTCTTGGATCGGGGCTGTGATTCTTCCCCTCTTGGGGCTGCTGCTCTCCC 

TCCCCGCCGGGGCGGATGTGAAGGCTCGGAGCTGCGGAGAGGTCCGCCAGGCGTACGGTGCC 

AAGGGATTCAGCCTGGCGGACATCCCCTACCAGGAGATCGCAGGGGAACACTTAAGAATCTG 

TCCTC71GGAATATACATGCTGGACCACAGAAATGGAAGACAAGTTAAGCCAACAAAGCAAAC 

TCGAATTTGAAAACCTTGTGGAAGAGACAAGCCATTTTGTGCGCACCACTTTTGTGTCCAGG 

CATAAGAAATTTGACGAATTTTTCCGAGAGCTCCTGGAGAATGCAGAAAAGTCACTAAATGA 

TATGTTTGTACGGACCTATGGCATGCTGTACATGCAGAATTCAGAAGTCTTCCAGGACCTCT 

TCACAGAGCTGAAAAGGTACTACACTGGGGGTAATGTGAATCTGGAGGAAATGCTCAATGAC 

TTTTGGGCTCGGCTCCTGGAACGGATGTTTCAGCTGATAAACCCTCAGTATCACTTCAGTGA 

AGACTACCTGGAATGTGTGAGCAAATACACTGACCAGCTCAAGCCATTTGGAGACGTGCCCC 

GGAAACTGAAGATTCAGGTTACCCGCGCCTTCATTGCTGCCAGGACCTTTGTCCAGGGGCTG 

ACTGTGGGCAGAGAAGTTGCAAACCGAGTTTCCAAGGTCAGCCCAACCCCAGGGTGTATCCG 

TGCCCTCATGAAGATGCTGTACTGCCCATACTGTCGGGGGCTTCCCACTGTGAGGCCCTGCA 

ACAACTACTGTCTCAACGTCATGAAGGGCTGCTTGGCAAATCAGGCTGACCTCGACACAGAG 

TGGAATCTGTTTATAGATGCAATGCTCTTGGTGGCAGAGCGACTGGAGGGGCCATTCAACAT 

TGAGTCGGTCATGGACCCGATAGATGTGAAGATTTCTGAAGCCATTATGAACATGCAAGAAA 

ACAGCATGCAGGTGTCTGCAAAGGTCTTTCAGGGATGTGGTCAGCCCAAACCTGCTCCAGCC 

CTCAGATCTGCCCGCTCAGCTCCTGAAAATTTTAATACACGTTTCAGGCCCTACAATCCTGA 

GGAAAGACCAACAACTGCTGCAGGCACAAGCTTGGACCGGCTGGTCACAGACATAAAAGAGA 

AATTGAAGCTCTCTAAAAAGGTCTGGTCAGCATTACCCTACACTATCTGCAAGGACGAGAGC 

GTGACAGCGGGCACGTCCAACGAGGAGGAATGCTGGAACGGGCACAGCAAAGCCAGATACTT 

GCCTGAGATCATGAATGATGGGCTCACCAACCAGATCAACAATCCCGAGGTGGATGTGGACA 

TCACTCGGCCTGACACTTTCATCAGACAGCAGATTATGGCTCTCCGTGTGATGACCAACAAA 

CTAAAAAACGCCTACAATGGCAATGATGTCAATTTCCAGGACACAAGTGATGAATCCAGTGG 

CTCAGGGAGTGGCAGTGGGTGCATGGATGACGTGTGTCCCACGGAGTTTGAGTTTGTCACCA 

CAGAGGCCCCCGCAGTGGATCCCGACCGGAGAGAGGTGGACTCTTCTGCAGCCCAGCGTGGC 

CACTCCCTGCTCTCCTGGTCTCTCACCTGCATTGTCCTGGCACTGCAGAGACTGTGCAGATA 

ATCTTGGGTTTTTGGTCAGATGAAACTGCATTTTAGCTATCTGAATGGCCAACTCACTTCTT 

TTCTTAGACTCTTGGAGAATGGACCATGCGAGAAA 

CAGTAATGCAATCTGCCTCCCTTTTTGTTTTGCCAAAGAGTACCGGGTGCCAGACTGAACTG 
CTTCCTCTTTCCTTCAGCTATCTGTGGGGACCTTGTTTATTCTAGAGAGAATTCTTACTCAA 
ATTTTTCGTACCAGGAGATTTTCTTACCTTCATTTGCTTTTATGCTGCAGAAGTAAAGGAAT 
CTCACGTTGTGAGGGTTTTTTTTTTCTCATTTAAAAT 



FIGURE 41 



>< /usr / seqdb2 / s s t / DNA/Dnaseqs . min/ss . DNA5 0914 
xsubunit 1 of 1, 555 aa, 1 stop 
><MW: 62736, pi: 5.36, NX(S/T): 0 

MPSWIGAVILPLIiGLLLSLPAGADVKARSCGEVRQAYGAKGFSIiADIPYQEIAGEHLRICPQ 

EYTCCTTEMEDKIjSQQSKLEFENLVEETSHFWTTFVSRHKK^DEFFRELLENAEKSLND^ 

WTYGMLYMQNSEVFQDLFTELKRYYTGGNVNLEEMLNDFWAR 

LE C VS KYTDQLKPFGD VPRKLKI QVTRAF I AARTFVQGLTVGRE VANRVS KVS PT PGC I RAL 
MKMLYCPYCRGLPTVRPCTnST^CIJWM 

VMDP IDVKI SEAIMNMQENSMQVS AKVFQGCGQPKPAPALRSARSAPENFNTRFRPYNPEER 
PTTAAGTSLDRLVTDIKEKLKLSKKVWSALPYTICKDESVTAGTSN^ 

IMNDGLTNQINNPEVDVDITRPDTFIRQQIMALRVMTNKLKNAYNGNDVNFQDTSDESSGSG 
SGSGCMDDVCPTEFEFVTTEAPAVDPDRREVDSSAAQRGHSLLSWSLTCIVLALQRIjCR 



Signal peptide: 

amino acids 1-23 



FIGURE 42A 



CGGACGCGTGGGCGXIA^GCGTG 

CAGTTTGCAGCGCCTGCGCCGGGTGCGCCAACTACGCAAA^ 

TAGGGACCCGGCTTTGGCCTTGAGGCTCCCTAGCS^GC^ 

GGAGGGAGATCAGGAAACGGCTTCTTCCTC^^ 

AAAGGACTGGGGAAAATAGCCCTGGGAAAGTGGAGAAGGTG^^ 

TCTGATCAGAGCCAGACGCGACGCGTCCA^ 

TCCCGCCGCCCTCCGTACCAGCACTC^^ 

ACTTTTTTCTTTTTTTTTTTCCTTGGTGGAAGCT 

tggagaagagcgagccctccttgttcttccggagtcccat 

cggacatggtgacagctgagaggagaggaggatttcttgccaggtgga^ 

tgtgcgcccgc^gcggcgcggggcgcgt^ 

GGGGCTGTGCGGGGCATCCGCCTCCGCCTTCTCCACAGGCCTGTGTCTGTCCTGGA^GATG 
CGCTGGCAGGATTCTGGATCCTCT^^ 

AAGAAGGGGCCTTACTAGCTCT^GCTGGAGAGAAACTAGAGCCCAGCACAACT 

TTTTCATCCTAGCGGATGATCAGGGATTTAGAGATGTGGGTTACCACGGATCTGAGATT 

ACAAGCTCGCTGCCGAAGGAGTTAAACTGGAC^ 

TTATTACTGGAAAGTATCAGATACACACCGGACTTCAACATTCTATCATAAC^ 
CTCIK^CAATGCCACCCTAC 

TGGGTTTTAACAGAAAAGAATGCATGCCCACCAGA 
GGGATTACTATACACACTACi^ 

CCTGGGACTATGACAATGGCATATACTCCACACAGATGTACACTCAGAGAGTA 

ACCCCACAAAGCCTATATTTTTATATACTGCCTATCAAGCT 

TCGAACACTACCGATCCATTATCAACAT^ 

TCAACAACGTGACATTGGCTCTAAAGACTTATGGTTTCTATAACAACAGCATTATCATTT^ 

GTGGCCAGCCTACG&JCAGGAGGGAGTAACTGGC^ 

GGGCTGTAGGCTTTGTGCATAGCCC^CT^ 

ACTGGTACCCCACTCTCATT^^ 

GGGAGACC^TAAGTGAGGGTCTTCGCTCACCCCGAGTAGATATTTTGCATAACATTGACC 
AAAAAATGGCTCCTGGGCAGCAGGCTATGa 
G&AATTGCTTACAGGAAATCCTGGCT^ 
GTGGCACAATGAACGGATCACCTTGTCAACT 

GAGGGTGGACCTATCTAACAGGTATCCAGGAATCGTGAAGAAGCTCCTACGGAGGCT^ 

TGCAGTGCCGGTCAGGTATCCCCCCAAAGA^^ 

GTATAAAGAGGAAACCAAGAAAAAGAAGCCAAGCAAAA 

GAAGAAGAAACAGCAGAAAGCAGTCTCAGGTAAACC^^ 

C^CTTGTTTTC^TGCTGTC^ 

CC^GGTGCTACTCTTGC^GCCACACTTAGAGAGAGTGGAGATGT^ 

GTGAGTCCTGAGTTCCACTGCTGTGCTTCAGTCAACTGACCAAACACTGCTTTGAAT 

ACCTACCATCCGCAAGCATGCTAATTTGATGGAAGTTACAGGGTAGCATGATTAAAAOT 



FIGURE 42B 



AGTCAAAGATTGTGTCACCTCAAAGGCOTTGAAGAATATATTTTCT 
CACTTGGGTTTTTTAATTAATTCTATTTTATATATATAAATATATGTTTCTTTTCCT 
CACATGTGAACAGCTTGCACCTCATTTTACCATGCGTGAGGGAATGGCAAATAAGAATGTTO 
ACAATGAATGTAACTATTTTCTAAACACTTTACTAGA 

GAAAAATATTTTGTTGTTTTTATAAAAAGTTATGCAAATGACrTTTATTTTTA 
ATTTTATTTCATTTCTTCAAATTATCAAGCACTGTAATACTATAAATTAATGTAATACT 
TAAAAAACATCATTCAGAAAACTTTATAATCGTCATTGT^ 
ATTACTTGGAAATTCAATGTTTGTGCAGAGTTGAGACAACT 

AATTATTAAAATGATTTACTTTATGGCACTAGAAAATTTACTGTGGCTTTTCTGATCTAACTTCTAGCTAAAATT 

GTATCATTGGTCCTAAAAAATAAAAATCTTTACTAATAGGC^ 

TATAATATGATTTTACAGATAGATGCTTCC^ 

TATTTATATTAGGTTGGTGCAAAACTAGTTGC 

GGACACTGTGGGGAGATACAGAGAAATGGAAGATACC^^ 

ACATGCAAACGTCATGAGGAGAATTAAAGGAGTATTA 

GATTGGTGTGGATCCTGTAGACCCTGGTGTTTTCTTTGAA^^ 

AGTATACACTTGAAAAGTCACAGATAGCTAGAATTAT 

GGTGGTATGACAGCATACCATTAAATACATTTACATCACAGCTCAAAGGACTGTGATATAAT 
AACTCAAAGGACTGTGATATAATCCATTTATATGACAGCTCACAGTTTCTGAAAATGT 

CTAGTACTGAAATTACTAAATTGGGTAAGATGATTTAAATGATTTTAATTTTAACATTTTATTTCTAGAATATAT 
GGCTCCATTTTATTTTATAGTGTAAAGTTGTATTTC 

TCTTAAAAATAAAGGCATATTGTTCATGTTTAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA 
AAAAAAAAAA/VA^AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA 
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></usr/seqdb2/sst/DNA/Dnaseqs.min/ss.DNA48296 
xsubunit 1 of 1, 515 aa, 1 stop 
><MW: 56885, pi: 6.49, NX(S/T): 5 

MAPRGCAGHPPPPSPQACVCPGKMLAMGALAGFWILCLLTYGYLSWGQALEEEEEGALLiAQA 
GEKLEPSTTSTSQPHLIFILADDQGFRDVGYHGSEIKTPTLDKLAAEGVKLENYYVQPIC 
SRSQFITGKYQIHTGLQHS I IRPTQPNCLPLDNATLPQKLKEVGYSTHMVGKWHLGFNRKEC 
MPTRRGFDTFFGSLLGSGDYYTHYKCDSPGMCGYDLYENDNAAWDYDNGIYSTQMYTQRVQQ 
I LASHNPTKP I FLYTAYQAVHS PLQAPGRYFEHYRS I ININRRRYAAMLS CLDEAINNVTLA 
LKTYGFYNNS 1 1 1 YS SDNGGQPTAGGSNWPLRGSKGTYWEGGIRAVGFVHSPLLKNKGTVCK 
ELVHITDWYPTLISLAEGQIDEDIQLDGYDIWETISEGLRSPRVDILHNIDPYTPRQKMAPG 
QQAMGSGTLQSSQPSECSTGNCLQEILATATGSPLSLSATWDRTGGTMNGSPCQLAKVYGFS 
TSQPTHMRGWTYLTGIQES 

Important Features : 
Signal Peptide: 

amino acids 1-37 

Sulfatases signature 1. 

amino acids 120-132 

Sulfatases signature 2. 

amino acids 168-177 

Tyrosine kinase phosphorylation site. 

amino acids 163-169 

N-glycosylation sites. 

amino acids 157-160, 306-309 and 318-321 
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CGGACGCGTGGGTGCGAGTGGAGCGGAGGACCCGAGCGGCTGAGGAGAGAGGAGGCGGCGGC 
TTAGCTGCTACGGGGTCCGGCCGGCGCCCTCCCGAGGGGGGCTGAGGAGGAGGAAGGAGGAC 
CCGTGCGAGAATGCCTCTGCCCTGGAGCCTTGCGCTCCCGCTGCTGCTCTCCTGGGTGGCAG 
GTGGTTTCGGGAACGCGGCCAGTGGAAGGCATCACGGGTTGTTAGCATCGGCACGTCAGCCT 
GGGGTCTGTCACTATGGAACTAAACTGGCCTGCTGCTACGGCTGGAGAAGAAACAGCAAGGG 
AGTCTGTGAAGCTACATGCGAACCTGGATGTAAGTTTGGTGAGTGCGTGGGACCAAACAAAT 
GCAGATGCTTTCCAGGATACACCGGGAAAACCTGCAGTCAAGATGTGAATGAGTGTGGAATG 
AAACCCCGGCCATGCCAACACAGATGTGTGAATACACACGGAAGCTACAAGTGCTTTTGCCT 
CAGTGGCCACATGCTCATGCCAGATGCTACGTGTGTGAACTCTAGGACATGTGCCATGATAA 
ACTGTCAGTACAGCTGTGAAGACACAGAAGAAGGGCCACAGTGCCTGTGTCCATCCTCAGGA 
CTCCGCCTGGCCCCAAATGGAAGAGACTGTCTAGATATTGATGAATGTGCCTCTGGTAAAGT 
CATCTGTCCCTACAATCGAAGATGTGTGAACACATTTGGAAGCTACTACTGCAAATGTCACA 
TTGGTTTCGAACTGCAATATATCAGTGGACGATATGACTGTATAGATATAAATGAATGTACT 
ATGGATAGCCATACGTGCAGCCACCATGGCAATTGCTTCAATACCCAAGGGTCCTTCAAGTG 
TAAATGCAAGCAGGGATATAAAGGCAATGGACTTCGGTGTTCTGCTATCCCTGAAAATTCTG 
TGAAGGAAGTCCTCAGAGCACCTGGTACCATCAAAGACAGAATCAAGAAGTTGCTTGCTCAC 
AAAAACAGCATGAAAAAGAAGGCAAAAATTAAAAATGTTACCCCAGAACCCACCAGGACTCC 
TACCCCTAAGGTGAACTTGCAGCCCTTCAACTATGAAGAGATAGTTTCCAGAGGCGGGAACT 
CTCATGGAGGTAAAAAAGGGAATGAAGAGAA ATGAA AGAGGGGCTTGAGGATGAGAAAAGAG 
AAGAGAAAGCCCTGAAGAATGACATAGAGGAGCGAAGCCTGCGAGGAGATGTGTTTTTCCCT 
AAGGTGAATGAAGCAGGTGAATTCGGCCTGATTCTGGTCCAAAGGAAAGCGCTAACTTCCAA 
ACTGGAACATAAAGATTTAAATATCTCGGTTGACTGCAGCTTCAATCATGGGATCTGTGACT 
GGAAACAGGATAGAGAAGATGATTTTGACTGGAATCCTGCTGATCGAGATAATGCTATTGGC 
TTCTATATGGCAGTTCCGGCCTTGGCAGGTCACAAGAAAGACATTGGCCGATTGAAACTTCT 
CCTACCTGACCTGCAACCCCAAAGCAACTTCTGTTTGCTCTTTGATTACCGGCTGGCCGGAG 
ACAAAGTCGGGAAACTTCGAGTGTTTGTGAAAAACAGTAACAATGCCCTGGCATGGGAGAAG 
ACCACGAGTGAGGATGAAAAGTGGAAGAC AGGGAAAATT C AGTTGTAT C AAGGAACTGATGC 
TACCAAAAGCATCATTTTTGAAGGAGAACGTGGCAAGGGCAAAACCGGCGAAATCGCAGTGG 
ATGGCGTCTTGCTTGTTTCAGGCTTATGTCCAGATAGCCTTTTATCTGTGGATGACTGAATG 
TTACTATCTTTATATTTGACTTTGTATGTCAGTTCCCTGGTTTTTTTGATATTGCATCATAG 
GACCTCTGGCATTTTAGAATTACTAGCTGAAAAATTGTAATGTACCAACAGAAATATTATTG 
TAAGATGCCTTTCTTGTATAAGATATGCCAATATTTGCTTTAAATATCATATCACTGTATCT 
TCTCAGTCATTTCTGAATCTTTCCNCATTATATTATAAAATNTGGAAANGTCAGTTTATCTC 
CCCTCCTCNGTATATCTGATTTGTATANGTANGTTGATGNGCTTCTCTCTACAACATTTCTA 
GAAAATAGAAAAAAAAGCACAGAGAAATGTTTAACTGTTTGACTCTTATGATACTTCTTGGA 
AACTATGACATCAAAGATAGACTTTTGCCTAAGTGGCTTAGCTGGGTCTTTCATAGCCAAAC 
TTGTATATTTAATTCTTTGTAATAATAA 
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MPLPWSLALPLLLSWVAGK5FGNAASARHHGLL 

ATCEPGCKFGECVGPNKCRCFPGYTGKTCSQDVNECGMKPRPCQHRCVNTHGSYKCFCLSGH 
MLMPDATCVNSRTGAMINCQYSCEDTEEGPQCLCP 

YNRRCVNTFGSYYCKCHIGFELQYISGRYDCIDINECTMDSHTCSHHANCFNTQGSFKCKCK 
QGYKGNGLRCSAIPENSVKEVLRAPGTIKDRIKKLLAHKNSMKKKAKIKNVTPE 
VNLQPFNYEE I VSRGGNSHGGKKGNEEK 

Signal peptide: 
amino acids 1-21 

EGF-like domain cysteine pattern signature. 

amino acids 80-91 

Calcium-binding EGF-like domains 

amino acids 103-124, 230-251 and 185-206 
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GGGAGCTGCTGCTGTGGCTGCTGGTGCTGTGCGCGCTGCTCCTGCTCTTGGTGCAGCTGCTG 
CGCTTCCTGAGGGCTGACGGCGACCTGACGCTACTATGGGCCGAGTGGCAGGGACGACGCCC 
AGAATGGGAGCTGACTGATATGGTGGTGTGGGTGACTGGAGCCTCGAGTGGAATTGGTGAGG 
AGCTGGCTTACCAGTTGTCTAAACTAGGAGTTTCTCTTGTGCTGTCAGCCAGAAGAGTGCAT 
GAGCTGGAAAGGGTGAAAAGAAGATGCCTAGAGAATGGCAATTTAAAAGAAAAAGATATACT 
TGTTTTGCCCCTTGACCTGACCGACACTGGTTCCCATGAAGCGGCTACCAAAGCTGTTCTCC 
AGGAGTTTGGTAGAATCGACATTCTGGTCAACAATGGTGGAATGTCCCAGCGTTCTCTGTGC 
ATGGATACCAGCTTGGATGTCTACAGAAAGCTAATAGAGCTTAACTACTTAGGGACGGTGTC 
CTTGACAAAATGTGTTCTGCCTCACATGATCGAGAGGAAGCAAGGAAAGATTGTTACTGTGA 
ATAGCATCCTGGGTATCATATCTGTACCTCTTTCCATTGGATACTGTGCTAGCAAGCATGCT 
CTCCGGGGTTTTTTTAATGGCCTTCGAACAGAACTTGCCACATACCCAGGTATAATAGTTTC 
TAACATTTGCCCAGGACCTGTGCAATCAAATATTGTGGAGAATTCCCTAGCTGGAGAAGTCA 
CAAAGACTATAGGCAATAATGGAGACCAGTCCCACAAGATGACAACCAGTCGTTGTGTGCGG 
CTGATGTTAATCAGCATGGCCAATGATTTGAAAGAAGTTTGGATCTCAGAACAACCTTTCTT 
GTTAGTAACATATTTGTGGCAATACAT^ 

GGAAGAAAAGGATTGAGAACTTTAAGAGTGGTGTGGATGCAGACTCTTCTTATTTTAAAATC 
TTTAAGAC^AAACATG^CTGAAAAGAGCACCTGT^ 

GAAAACATGAAAACAGCAATCTTCTTATGCTTCTGAATAATCAAAGACTAATTTGTGATTTT 
ACTTTTTAATAGATATGACTTTGCTTCCAACATGGAATGAAATAAAAAATAAATAATAAAAG 
ATTGCCATGAATCTTGCAAAA 
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></usr/ seqdb2/ sst/DNA/Dnaseqs ,111111/ ss .DNA36343 
xsubunit 1 of 1, 289 aa, 1 stop 
><MW: 32268, pi: 9.21, NX(S/T): 0 
MVVWVTGASSGIGEELAYQLSKLGV^ 

TDTGSHEAATKAVLQEFGRID I LVNNGGMSQRSLCMDTS LDVYRKL I ELNYLGTVSLTKCVL 
PHMIERKQGKIVTVNSILGIISVPLSIGYCASKHALRG 
VQSNIVENSLAGEVTKTIGNNGDQSHKMTTSRCVRIiMLI 
QYMPTWAWWI TNKMGKKRI ENFKSGVDADS SYFKI FKTKHD 

Important Features: 
Signal Peptide : 

amino acids 1-31 

Transmembrane domain: 

amino acids 136-157 

Tyrosine kinase phosphorylation site. 

106-113 and 107-114 

Homologous region to Short -chain alcohol dehydrogenase 

amino acids 80-90, 131-168, 1-13 and 176-185 
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GCGACGTGGGCACCGCCATCAGCTGTTCGCGCGTCTTCTCCTCCAGGTGGGGCAGGGGTTTC 
GGGCTGGTGGAGCATGTGCTGGGACAGGACAGCATCCTCAATCAATCCAACAGCATATTCGG 
TTGCATCTTCTACACACTACAGCTATTGTTAGGTTGCCTGCGGACACGCTGGGCCTCTGTCC 
TGATGCTGCTGAGCTCCCTGGTGTCTCTCGCTGGTTCTGTCTACCTGGCCTGGATCCTGTTC 
TTCGTGCTCTATGATTTCTGCATTGTTTGTATCACCACCTATGCTATCAACGTGAGCCTGAT 
GTGGCTCAGTTTCCGGAAGGTCCAAGAACCCCAGGGCAAGGCTAAGAGGCACTGAGCCCTCA 
ACCCAAGCCAGGCTGACCTCATCTGCTTTGCTTTGGTCTTCAAGCCGCTCAGCGTGCCTGTG 
GACAGCGTGGCCCCGGCCCCCCCAAGCCTCAGGAGGGCAACACAGTCCCTGGCGAGTGGCCC 
TGGCAGGCCAGTGTGAGGAGGCAAGGAGCCCACATCTGCAGCGGCTCCCTGGTGGCAGACAC 
CTGGGTCCTCACTGCTGCCCACTGCTTTGAAAAGGCAGCAGCAACAGAACTGAATTCCTGGT 
CAGTGGTCCTGGGTTCTCTGCAGCGTGAGGGACTCAGCCCTGGGGCCGAAGAGGTGGGGGTG 
GCTGCCCTGCAGTTGCCCAGGGCCTATAACCACTACAGCCAGGGCTCAGACCTGGCCCTGCT 
GCAGCTCGCCCACCCCACGACCCACACACCCCTCTGCCTGCCCCAGCCCGCCCATCGCTTCC 
CCTTTGGAGCCTCCTGCTGGGCCACTGGCTGGGATCAGGACACCAGTGATGCTCCTGGGACC 
CTACGCAATCTGCGCCTGCGTCTCATCAGTCGCCCCACATGTAACTGTATCTACAACCAGCT 
GCACCAGCGACACCTGTCCAACCCGGCCCGGCCTGGGATGCTATGTGGGGGCCCCCAGCCTG 
GGGTGCAGGGCCCCTGTCAGGGAGATTCCGGGGGCCCTGTGCTGTGCCTCGAGCCTGACGGA 
CACTGGGTTCAGGCTGGCATCATCAGCTTTGCATCAAGCTGTGCCCAGGAGGACGCTCCTGT 
GCTGCTGACCAAGAGAGCTGCTCACAG 

TCCTGGCCCAGAGCCCAGAGACCCCGGAGATGAGTGATGAGGACAGCTGTGTAGCCTGTGGA 
TCCTTGAGGACAGCAGGTCCCCAGGCAGGAGCACCCTCCCCATGGCCCTGGGAGGCCAGGCT 
GATGCACCAGGGACAGCTGGCCTGTGGCGGAGCCCTGGTGTCAGAGGAGGCGGTGCTAACTG 
CTGCCCACTGCTTCATTGGGCGCCAGGCCCCAGAGGAATGGAGCGTAGGGCTGGGGACCAGA 
CCGGAGGAGTGGGGCCTGAAGCAGCTCATCCTGCATGGAGCCTACACCCACCCTGAGGGGGG 
CTACGACATGGCCCTCCTGCTGCTGGCCCAGCCTGTGACACTGGGAGCCAGCCTGCGGCCCC 
TCTGCCTGCCCTATCCTGACCACCACCTGCCTGATGGGGAGCGTGGCTGGGTTCTGGGACGG 
GCCCGCCCAGGAGCAGGCATCAGCTCCCTCCAGACAGTGCCCGTGACCCTCCTGGGGCCTAG 
GGCCTGCAGCCGGCTGCATGCAGCTCCTGGGGGTGATGGCAGCCCTATTCTGCCGGGGATGG 
TGTGTACCAGTGCTGTGGGTGAGCTGCCCAGCTGTGAGGGCCTGTCTGGGGCACCACTGGTG 
CATGAGGTGAGGGGCACATGGTTCCTGGCCGGGCTGCACAGCTTCGGAGATGCTTGCCAAGG 
CCCCGCCAGGCCGGCGGTCTTCACCGCGCTCCCTGCCTATGAGGACTGGGTCAGCAGTTTGG 
ACTGGCAGGTCTACTTCGCCGAGGAACCAGAGCCCGAGGCTGAGCCTGGAAGCTGCCTGGCC 
AACATAAGCCAACCAACCAGCTGCTGACAGGGGACCTGGCCATTCTCAGGACAAGAGAATGC 
AGGCAGGGAAATGGCATTACTGCCCCTGTCCTCCCCACCCTGTCATGTGTGATTCCAGGCAC 
CAGGGCAGGCCCAGAAGCCCAGCAGCTGTGGGAAGGAACCTGCCTGGGGCCACAGGTGCCCA 
CTCCCCACCCTGCAGGACAGGGGTGTCTGTGGACACTCCCACACCCAACTCTGCTACCAAGC 
AGGCGTCTCAGCTTTCCTCCTCCTTTACTCTTTCAGATACAATCACGCCAGCCACGTTGTTT 
TGAAAATTTCTTTTTTTGGGGGGCAGCAGTTTTCCTTTTTTTAAACTTAAATAAATTGTTAC 
AAAATAAAA 
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></usr/seqdb2/sst/DNA/Dnaseqs .min/ss .DNA40571 

MLLSSLVSIAGSVYLAWILFFVLYDF^ 

PGEWPWQASVRRQGAHICSGSLVADTWLTA^ 

EEVGVAALQLPRAYNHYSQGSDIiALLQLAHPTTHTPLCLPQPAHRFPFGASCWATGWDQDTS 
DAPGTIiRNLRLRLISRPTCNCIYNQLHQRHLSNPARPGMLCGGPQPGVQGPCQGDSGGPVLC 
L E PDGHWVQ AG 1 1 SFASSCAQEDAPVLLTNTAAHSSWLQARVQGAAFLAQSPETPEMSDEDS 
CVACGSLRTAGPQAGAPSPWPWEARLMHQGQLACGGALVSEEAVLTAAHCFIGRQAPEEWSV 
GLGTRPEEWGLKQLILHGAYTHPEGGYDMALLLLAQPVTLGASLRPLCLPYPDHHLPDGERG 
WVLGRARPGAGISSLQTVPVTLLGPRACSRLHAAPGGDGSPILPGMVCTSAVGELPSCEGLS 
GAPLVHEVRGTWFLAGLHSFGDACQGPARPAVFTALPAYEDWVSSLDWQVYFAEEPEPEAEP 
GSCLANISQPTSC 

Important features : 
Signal peptide: 

amino acids 1-15 

Homologous region to Serine proteases, trypsin family 

amino acids 79-95, 343-359 and 237-247 

N-glycosylation sites. 

amino acids 37-40 and 564-567 

Kringle domains 

amino acids 79-96, 343-360 and 235-247 
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CGGGCCGCCCCCGGCCCCCATTCGGGCCGGGCCTCGCTGCGGCGGCGACTGAGCCAGGCTGG 
GCCGCGTCCCTGAGTCCCAGAGTCGGCGCGGCGCGGCAGGGGCAGCCTTCCACCACGGGGAG 
CCCAGCTGTCAGCCGCCTCAGAGGAA GATG CT^ 

GCATGTGGGTGCAGCCCTGGGAGCACTGTGGTTCTGCCTCACAGGAGCCCTGGAGGTCCAGG 
TCCCTGAAGACCCAGTGGTGGCACTGGTGGGCACCGATGCCACCCTGTGCTGCTCCTTCTCC 
CCTGAGCCTGGCTTCAGCCTGGCACAGCTCAACCTCATCTGGCAGCTGACAGATACCAAACA 
GCTGGTGCACAGCTTTGCTGAGGGCCAGGACCAGGGCAGCGCCTATGCCAACCGCACGGCCC 
TCTTCCCGGACCTGCTGGCACAGGGCAACGCATCCCTGAGGCTGCAGCGCGTGCGTGTGGCG 
GACGAGGGCAGCTTCACCTGCTTCGTGAGCATCCGGGATTTCGGCAGCGCTGCCGTCAGCCT 
GCAGGTGGCCGCTCCCTACTCGAAGCCCAGCATGACCCTGGAGCCCAACAAGGACCTGCGGC 
CAGGGGACACGGTGACCATCACGTGCTCCAGCTACCAGGGCTACCCTGAGGCTGAGGTGTTC 
TGGCAGGATGGGCAGGGTGTGCCCCTGACTGGCAACGTGACCACGTCGCAGATGGCCAACGA 
GCAGGGCTTGTTTGATGTGCACAGCGTCCTGCGGGTGGTGCTGGGTGCGAATGGCACCTACA 
GCTGCCTGGTGCGCAACCCCGTGCTGCAGCAGGATGCGCACRGCTCTGTCACCATCACAGGG 
CAGCCTATGACATTCCCCCCAGAGGCCCTGTGGGTGACCGTGGGGCTGTCTGTCTGTCTCAT 
TGCACTGCTGGTGGCCCTGGCTTTCGTGTGCTGGAGAAAGATCAAACAGAGCTGTGAGGAGG 
AGAATGGAGGAGCTGAGGACGAGGATGGGGAGGGAGAAGGCTCC^ 

CTGAAACACTCTGACAGCT^AGAAGATGATGGACAAGAAATAGCC TGA CCATGAGGACCAGG 

GAGCTGCTACCCCTCCCTACAGCTCCTACCCTCTGGCTGCAATGGGGCTGCACTGTGAGCCC 

TGCCCCCAACAGATGCATCCTGCTCTGACAGGTGGGCTCCTTCTCCAAAGGATGCGATACAC 

AGACCACTGTGCAGCCTTATTTCTCCAATGGACATGATTCCCAAGTCATCCTGCTGCCTTTT 

TTCTTATAGACACAATGAACAGACCACCCACAACCTTAGTTCTCTAAGTCATCCTGCCTGCT 

GCCTTATTTCACAGTACATACATTTCTTAGGGACACAGTACACTGACCAGATC 

TTCTTCCAGTGCTGCGTGGACCATCTGGCTGCCTTTTTTCTCCAAAAGATGCAATATTCAGA 

CTGACTGACCCCCTGCCTTATTTCACCAAAGACACGATGCATAGTCACCCCGGCCTTGTTTC 

TCCAATGGCCGTGATACACTAGTGATCATGTTCAGCCCTGCTTCCACCTGCATAGAATCTTT 

TCTTCTCAGACAGGGACAGTGCGGCCTCAACATCTCCTGGAGTCTAGAAGCTGTTTCCTTTC 

CCCTCCTTCCTCCCTGCCCCAAGTGAAGACAGGGCAGGGCCAGGAATGCTTTGGGGACACCG 

AGGGGACTGCCCCCCACCCCCACCATGGTGCTATTCTGGGGCTGGGGCAGTCTTTTCCTGGC 

TTGCCTCTGGCCAGCTCCTGGCCTCTGGTAGAGTGAGACTTCAGACGTTCTGATGCCTTCCG 

GATGTCATCTCTCCCTGCCCCAGGAATGGAAGATGTGAGGACTTCTAATTTAAATGTGGGAC 

TCGGAGGGATTTTGTAAACTGGGGGTATATTTTGGGGAAAATAAATGTCTTTGTAAAAAAAA 

AAAAAAAAAAAAAA 
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></usr/seqdb2/sst/DNA/Dnaseqs.min/ss,DNA41386 
xsubunit 1 of 1, 316 aa, 1 stop, 1 unknown 
><MW: -1, pi: 4.62, NX(S/T): 4 

MLRRRGSPGMGVHVGAALGALWFCLTGALEVQVPEDPWALVGTDATLCCSFSPEPGFSLAQ 

LNLIWQLTDTKQLVHSFAEGQDQGSAYANRTAliFPDLIiAQGNASLRLQRVRVADEGSFTCFV 

S I RD FGS AAVS LQVAAP YS KP SMTLE PNKDLRPGDTVT I TCS S YQG YPE AE VFWQDGQGVPL 

TGNVTTSQMANEQGLFDVHSVTjRVVLGANGTYSCLVRNPVLQQDAHXSVTITG 

LWVTVGLS VCL I ALLVALAFVCWRKI KQS CE E ENAGAEDQDGEGEGS KTALQP LKHSDS KED 

DGQEIA 

Important features : 
Signal peptide: 

amino acids 1-28 

Transmembrane domain: 

amino acids 251-270 

N-glycosylation site. 

amino acids 91-94, 104-107, 189-192 and 215-218 

Homologous region to Immunoglobulins and MHC 

amino acids 217-234 
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TTCGTGACCCTTGAGAAAAGAGTTGGTGGTAAATGTGCCACGTCTTCTAAGAAGGGGGAGTC 
CTGAACTTGTCTGAAGCCCTTGTCCGTAAGCCTTGAACTACGTTCTTAAATCTATGAAGTCG 
AGGGACCTTTCGCTGCTTTTGTAGGGACTTCTTTCCTTGCTTCAGCAAC ATGA GGCTTTTCT 
TGTGGAACGCGGTCTTGACTCTGTTCGTCACTTCTTTGATTGGGGCTTTGATCCCTGAACCA 
GAAGTGAAAATTGAAGTTCTCCAGAAGCCATTCATCTGCCATCGCAAGACCAAAGGAGGGGA 
TTTGATGTTGGTCCACTATGAAGGCTACTTAGAAAAGGACGGCTCCTTATTTCACTCCACTC 
AGAAACATAACAATGGTCAGCCCATTTGGTT^ 

TGGGACCAGGGCTTGAAAGGAATGTGTGTAGGAGAGAAGAGAAAGCTCATCATTCCTCCTGC 

TCTGGGCTATGGAAAAGAAGGAAAAGGTAAAATTCCCCCAGAAAGTACACTGATATTTAATA 

TTGATCTCCTGGAGATTCGAAATGGACCAAGATCCCATGAATCATTCCAAGAAATGGATCTT 

AATGATGACTGGAAACTCTCTAAAGATGAGGTTAAAGCATATTTAAAGAAGGAGTTTGAAAA 

ACATGGTGCGGTGGTGAATGAAAGTCATCATGATGCTTTGGTGGAGGATATTTTTGATAAAG 

AAGATGAAGACAAAGATGGGTTTATATCTGCCAGAGAATTTACATATAAACACGATGAGTTA 

T^AGATAC^TCTACCCTTTTAATATAGCACTC^TCTTTC^GAGAGGGCAGTCATCTTTAA 

AGAACATTTTATTTTTATACAATGTTCTTTCTTGCTTTGTTTTTTATTTTTATATATTTTTT 

CTGACTCCTATTTAAAGAACCCCTTAGGTTTCTAAGTACCCATTTCTTTCTGATAAGTTATT 

GGGAAGAAAAAGCTAATTGGTCTTTGAATAGAAGACTTCTGGACAATTTTTCACTTTCACAG 

ATATGAAGCTTTGTTTTACTTTCTCACTTATAAATTTAAAATGTTGCAACTGGGAATATACC 

ACGACATGAGACCAGGTTATAGCACAAATTAGCACCCTATATTTCTGCTTCCCTCTATTTTC 

TCCAAGTTAGAGGTCAACATTTGAAAAGCCTTTTGCAATAGCCCAAGGCTTGCTATTTTCAT 

GTTATAATGAAATAGTTTATGTGTAACTGGCTCTGAGTCTCTGCTTGAGGACCAGAGGAAAA 

TGGTTGTTGGACCTGACTTGTTAATGGCTACTGCTTTACTAAGGAGATGTGCAATGCTGAAG 

TTAGAAACAAGGTTAATAGCCAGGCATGGTGGCTCATGCCTGTAATCCCAGCACTTTGGGAG 

GCTGAGGCGGGCGGATCACCTGAGGTTGGGAGTTCGAGACCAGCCTGACCAACACGGAGAAA 

CCCTATCTCTACTAAAAATACAAAGTAGCCCGGCGTGGTGATGCGTGCCTGTAATCCCAGCT 

ACCCAGGAAGGCTGAGGCGGCAGAATCACTTGAACCCGAGGCCGAGGTTGCGGTAAGCCGAG 

ATCACCTNCAGCCTGGACACTCTGTCTCGAAAAAAGAAAAGAACACGGTTAATACCATATNA 

ATATGTATGCATTGAGACATGCTACCTAGGACTTAAGCTGATGAAGCTTGGCTCCTAGTGAT 

TGGTGGCCTATTATGATAAATAGGACAAATCATTTATGTGTGAGTTTCTTTGTAATAAAATG 

TATCAATATGTTATAGATGAGGTAGAAAGTTATATTTATATTCAATATTTACTTCTTAAGGC 

TAGCGGAATATCCTTCCTGGTTCTTTAATGGGTAGTCTATAGTATATTATACTACAATAACA 

TTGTATCATAAGATAAAGTAGTAAACCAGTCTACATTTTCCCATTTCTGTCTCATCAAAAAC 

TGAAGTTAGCTGGGTGTGGTGGCTCATGCCTGTAATCCCAGCACTTTGGGGGCCAAGGAGGG 

TGGATCACTTGAGATCAGGAGTTCAAGACCAGCCTGGCCAACATGGTGAAACCTTGTCTCTA 

CTAAAAATACAAAAATTAGCCAGGCGTGGTGGTGCACACCTGTAGTCCCAGCTACTCGGGAG 

GCTGAGACAGGAGATTTGCTTGAACCCGGGAGGCGGAGGTTGCAGTGAGCCAAGATTGTGCC 

ACTGCACTCCAGCCTGGGTGACAGAGCAAGACTCCATCTCAAAAAAAAAAAAAAGA 

CCTACAGCAGCTACTATTGAATAAATACCTATCCTGGATTTT 
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></usr/seqdb2/sst/DNA/Dnaseqs.min/ss .DNA44194 
xsubunit 1 of 1, 211 aa, 1 stop 
><MW: 24172, pi: 5.99, NX(S/T): 1 

MRLFLWNAVLTLFVTSLIGALIPEPEVKIEVLQKPFICHRKTKGGDLMLVHYEGYLEKDGSL 
FHSTHKHNNGQP I WFTLGI LEALKGWDQGLKGMCVGEKRKL 1 1 PPALGYGKEGKGKI PPEST 
LIFNIDLLEIRNGPRSHESFQEMDLNDDWKLSKDEVKAYL 
I FDKEDEDKDGFISAREFTYKHDEL 

Important features: 
Signal peptide: 

amino acids 1-20 

N-glycosylation site . 

amino acids 176-179 

Casein kinase II phosphorylation site* 

amino acids 143-146, 156-159, 178-181 and 200-203 

Endoplasmic reticulum targeting sequence. 

amino acids 208-211 

FKBP-type pept idyl -prolyl cis- trans isomerase 

amino acids 78-114 and 118-131 

EF-hand calcium-binding domain. 

amino acids 191-203, 184-203 and 140-159 

S-100/ICaBP type calcium binding domain 

amino acids 183-203 
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AATAAAGCTTCCTTAATGTTGTATATGTCTTTGAAGTACATCCGTGCATTTTTTTTTAGCAT 
CCAACCATTCCTCCCTTGTAGTTCTCGCCCCCTCAAATCACCCTCTCCCGTAGCCCACCCGA 
CTAACATCTCAGTCTCTGAAA ATG CACAGAGATGCCTGGCTACCTCGCCCTGCCTTCAGCCT 
CACGGGGCTCAGTCTCTTTTTCTCTTTGGTGCCACCAGGACGGAGCATGGAGGTCACAGTAC 
CTGCC^CCCTC^CGTCCTCAATGGCTCTGACGCCCGCCTGCCCTGCACCTTCAACTCCTGC 
TACACAGTGAACCACAAACAGTTCTCCCTGAACTGGACTTACCAGGAGTGCAACAACTGCTC 
TGAGGAGATGTTCCTCCAGTTCCGCATGAAGATCATTAACCTGAAGCTGGAGCGGTTTCAAG 
ACCGCGTGGAGTTCTCAGGGAACCCCAGCAAGTACGATGTGTCGGTGATGCTGAGAAACGTG 
CAGCCGGAGGATGAGGGGATTTACAACTGCTACATCATGAACCCCCCTGACCGCCACCGTGG 
CCATGGCAAGATCCATCTGCAGGTCCTCATGGAAGAGCCCCCTGAGCGGGACTCCACGGTGG 
CCGTGATTGTGGGTGCCTCCGTCGGGGGCTTCCTGGCTGTGGTCATCTTGGTGCTGATGGTG 
GTCAAGTGTGTGAGGAGAAAAAAAGAGCAGAAGCTGAGCACAGATGACCTGAAGACCGAGGA 
GGAGGGCAAGACGGACGGTGAAGGCAACCCGGATGATGGCGCCAA GTAGT GGGTGGCCGGCC 
CTGCAGCCTCCCGTGTCCCGTCTCCTCCCCTCTCCGCCCTGTACAGTGACCCTGCCTGCTCG 
CTCTTGGTGTGCTTCCCGTGACCTAGGACCCCAGGGCCCACCTGGGGCCTCCTGAACCCCCG 
ACTTCGTATCTCCCACCCTGCACCAAGAGTGACCCACTCTCTTCCATCCGAGAAACCTGCCA 
TGCTCTGGGACGTGTGGGCCCTGGGGAGAGGAGAGAAAGGGCTCCCACCTGCCAGTCCCTGG 
GGGGAGGCAGGAGGCACATGTGAGGGTCCCCAGAGAGAAGGGAGTGGGTGGGCAGGGGTAGA 
GGAGGGGCCGCTGTCACCTGCCCAGTGCTTGCCTGGCAGTGGCTTCAGAGAGGACCTGGTGG 
GGAGGGAGGGCTTTCCTGTGCTGACAGCGCTCCCTCAGGAGGGCCTTGGCCTGGCACGGCTG 
TGCTCCTCCCCTGCTCCCAGCCCAGAGCAGCCATCAGGCTGGAGGTGACGATGAGTTCCTGA 
AACTTGGAGGGGCATGTTAAAGGGATGACTGTGCATTCCAGGGCACTGACGGAAAGCCAGGG 
CTGCAGGCAAAGCTGGACATGTGCCCTGGCCCAGGAGGCCATGTTGGGCCCTCGTTTCCATT 
GCTAGTGGCCTCCTTGGGGGTCCTGTTGGCTCCTAATCCCTTAGGACTGTGGATGAGGCCAG 
ACTGGAAGAGCAGCTCCAGGTAGGGGGCCATGTTTCCCAGCGGGGACCCACCAACAGAGGCC 
AGTTTCAAAGTCAGCTGAGGGGCTGAGGGGTGGGGCTCGATGGTGAATGCAGGTTGCTGCAG 
GCTCTGCCTTCTCCATGGGGTAACCACCCTCGCCTGGGCAGGGGCAGCCAAGGCTGGGAAAT 
GAGGAGGCCATGCACAGGGTGGGGCAGCTTTCTTTGGGGCTTCAGTGAGAACTCTCCCAGTT 
GCCCTTGGTGGGGTTTCCACCTGGCTTTTGGCTACAGAGAGGGAAGGGAAAGCCTGAGGCCG 
GCATAAGGGGAGGCCTTGGAACCTGAGCTGCCAATGCCAGCCCTGTCCCATCTGCGGCCACG 
CTACTCGCTCCTCTCCCAACAACTCCCTTCGTGGGGACAA7^AGTGACAATTGTAGGCCAGGC 
ACAGTGGCTCACGCCTGTAATCCCAGCACTTTGGGAGGCCAAGGCGGGTGGATTACCTCCAT 
CTGTTTAGTAGAAATGGGCAAAACCCCATCTCTACTAAAAATACAAGAATTAGCTGGGCGTG 
GTGGCGTGTGCCTGTAATCCCAGCTATTTGGGAGGCTGAGGCAGGAGAATCGCTTGAGCCCG 
GGAAGCAGAGGTTGCAGTGAACTGAGATAGTGATAGTGCCACTGCAATTCAGCCTGGGTGAC 
ATAGAGAGACTCCATCTCAAAAAAAA 



FIGURE 55 

</usr/seqdb2/sst/DNA/Dnaseqs.min/ss.DNA45415 
<subunit 1 of 1, 215 aa, 1 stop 
<MW: 24326, pi: 6.32, NX(S/T): 4 

MHRDAWLPRPAFSLTGLSLFFSLVPPGRSMEVTVPATLNVXjNGSDARLPCTFNSCYT^ 
FSLNWTYQECNNCSEEMFLQFRMKIINLK^ 
YNCYIMNPPDRHRGHGKIHLQVLMEEPPERDSTV^ 
KEQKLSTDDLKTEEEGKTDGEGNPDDGAK 

Important features: 
Signal peptide: 

amino acids 1-20 

Transmembrane domain: 

amino acids 161-179 

Immunoglobulin- like fold: 
amino acids 83-127 

N-glycosylation sites. 

amino acids 42-45, 66-69 and 74-77 



FIGURE 56 



GTTGTATATGTCCTGAAGTACATCCGTGCATTTTTTTTAGCATCCAACCATCCTCCCTTGTA 
GTTCTCGCCCCCTCAAATCACCTTCTCCCTTAGCCCACCCNACTAACATCTCAGTCTCTGAA 
AATGCACAGAGATGCCTGGCTACCTCGCCCTGCCTTCAGCCTCACGGGGCTCAGTCTCTTTT 
TCTCTTTGGTGCCACCAGGACGGAGCATGGAGGTCCACAGTACCTGNCCACCCTCAACGTCC 
TCAATGGCTCTGACGCCCGCCTGCCCTGCCCTTCAACTCCTGCTACACAGTGAACCACAAAC 
AGTTCTCCCTGAACTGGACTTACCAGGAGTGCAACAACTGCTCTGAGGAGATGTTCCTCCAG 
TTCCGCATGAAGATCATTAACCTGAAGCTGGAGCGGTTTCAAGACCGCGTGGAGTTCTCAGG 
GAACCCCAGCAAGTACGATGTGTCGGTGATGCTGAGAAACGTGCAGCCGGAGGATGAGGGGA 
TTTACAACTGCTACATCATGAACCCCCC 



FIGURE 57 



TCACGGGGCTCATCTCTTTTTCTCTTTGGTGCCCACCAGGACGGAGCATGGAGGTNCACATA 
CCTGCCACCCTCAACGTCCTCAATGGCTTTGACGCCCGCCTGCCCTGCACCTTCAACTCCNG 
CTAC^CAGTGAACCACAAACAGTTCTCCCTGAACTGGATTTACCAGGAGTGCAACAACTGGC 
TCTGAGGAGATGTTCCTCCAGTTCCCGCATGGAAGATCATTTAACCTGAAAGCTGGAAGCGG 
TTTTCAAGAACCGCGTGGAAGTTTCTCAGGGAACCCCAGCAAGTACGATGTGTCGGTGATGC 
TGAGAAACGTGCAGCCGGAGGATGAGGGGATTTACAACTGCTACATCATGAACCCCCC 



FIGURE 58 



TGCGGCGACCX3TCGTACACCATGGG^ 

TCCTCTTGCTGCTGCTAATGCTGCTCGCGGACCCAG^ 

CTGGTGATTTGGGTAACCAACTGGAAGCGAAGCTG^ 

CCGAAAGCTACTTCACAATCTGGCTGAACCTGGAACTC 

TC^GGCTGGTTTACAACAAAAC^TCCAG^ 

GGAAGACCTTCTCACTGGAGTTCCTGC^^ 

GCCTTGTGGGCTGGGGCTACACACGGGGTGAGGATGTCCGAGGGGCTCCCTATGACTGGCGCCGAGCCCCAAATG 

AAAACGGGCCCTACTTCCTGGCCCTCCGCGAGATGATCGAGGAGATGTACCAGCTGTATGGGGGCCCCGTGGTGC 

TGGTTGCCCACAGTATGGGCAACATGTACACGCTCTACTTTCTGCAGCGGCAGCCGCAGGCCT 

ATATCCGGGCCTTCGTGTCACTGGGTGCGCCCTGGGGGGGCGT 

ACAACAACCGGATCCCAGTCATCGGGCCCCTGAAGATCCC^^ 

TGCTGCCCTACAACTACACATGGTCACCTGA^ 

ACTACCGCAAGTTCTTCCAGGACATCGGCT^^ 

AAGCCACGATGCCACCTGGCGTGCAGCTGCACTGCCTCTATGGTACTGGCGTCCCCACACCAGACTC 
ATGAGAGCTTCCCTGACCGTGACCCTAAAATCTGCTTTGGTGACGGCGATGGTACTGTGAACTTGAAGAGTGCCC 
TGCAGTGCCAGGCCTGGCAGAGCCGCCAGGAGCACCAAGTGTTGCTGCAGGAGCTG 
AGATGCTGGCCAACGCCACCACCCTGGCCTATCTGA^ 

CTCCTGTGGCTCGGCCGTGGACCTGCTGTTGGCCTCTGGGGCTGTCATGGCCCACGCGTTTTG 
CTCACCATTCAAGGCCCCGAGTCTTGGACTGTGAAGCATC 

GTGGCAGTGAAGAAGGAAGAAATGAGAGTCTAGACTC^^GGGACACTGGATGGCAAGAA 

ACTGCTGTGACCTTAGGACTGGCTCCACAGGGTGGACTGGCTGGGCCCTGGTCCCAGTCCCTGCCTGGGGCCATG 
TGTCCCCOTATTCCTGTGGGCTTTTCATACTTGCCTACTGGGCCCTGGCCCCGCAGCCTTCCTATGAGGGATGTT 
ACTGGGCTGTGGTCCTGTACCCAGAGGTCCC^^ 

GCCACAGATAGGCCTGCCACTGGTCATGGGTAGCTAGAGCTGCTGGCTTCCCTGTGGCTTAGCTGGTGGCCAGCC 

TGACTGGCTTCCTGGGCGAGCCTAGT^^ 

CCTGGGACATCTCACTCCACTCCTACCTCCCTTACO 

CCCCCAGTCCCGCAGGCTGTGTTCCAGGGGCCCTGATTTCCTCGGATGTGCTATTGGCCCCAGGACT 

CTCCCTTCACCCTGGGACTGTGGTTCCAAGGATGAGAGC^GGGGTTGGAGCCATGGCCTTCT 

GAAAGGGAATCCAAGGAAGCAGCCAAGGCTGCTCGCAGC 

CA.CTGCCACCCTGCCCTAGGGTCTCACTAGTACCAAGTGGGTCAGCACAGGGCTGAGGA 

CCTGGCCAGCACCCAGCTTAGTGCTGGGACTAGCCCAGAAACTTGAATGGGACCCTGAGAGAGCCAGGGGTCCCC 
TGAGGCCCCCCTAGGGGCTTTCTGTCT^ 

CAGGGCTGCCTTCATGGCAGTAGGCTCTAAGTGGGTGACTGGC^^ 

GGGGTTCCCAAAGACGCCTTCAGGCTGGACT^ 

TTGCATACATGCCTGGCATCTGTCT 

GATTCTGGCAATAAAAGTACTCTGGATGCTGTAAAAAAAAAAAAAAAAAAAAAAA 



FIGURE 59 

></usr/seqdb2 /sst /DNA/Dnaseqs . min/ss . DNA44 18 9 
xsubunit 1 of 1, 412 aa, 1 stop 
><MW: 46658, pi: 6.65, NX(S/T): 4 
MGLHLRPYRVGLLPDGLLFLLLLLMLLADPAL^ 

YLCSKKTESYFTIWLNLELLLPVIIDCWIDNIRLVYNKTSRATQFPDGYDVRVPGFGKTFSL 
EFLDPSKSSVGSYFHTMVESLVGWGYTRGEDVRGAPYDWRRAPNENGPYFIjAIjREMIEEMYQ 
LYGGPVVTJVAHSMGN^^YTLYFLQRQPQAWKDKYIR 

PVIGPLKIREQQRSAVSTSWLLPYNYTWSPEKVFVQTPTINYTLRDYRKFFQDIGFEDGWLM 
RQDTEGLVEATMPPGVQLHCLYGTGVPTPDSFYYESFPDRDPKICFGDGDGTVNLKSALQCQ 
AWQSRQEHQVLLQELPGSEHI EMIiANATTLAYLKRVLLGP 

Important features : 
Signal peptide: 

amino acids 1-28 

Potential lipid substrate binding site: 
amino acids 147-164 

N-glycosylation sites* 

amino acids 99-102, 273-276, 289-292 and 398-401 

Lipases, serine proteins 
amino acids 189-201 

Beta- transducin family Trp-Asp repeat 

amino acids 353-365 



FIGURE 60 



CGGACGCGTGGGCGGACGCGTGGGGCGGCGGCAGCGGCGGCGACGGCGACATGGAGAGCGGG 

GCCTACGGCGCGGCCAAGGCGGGCGGCTCCTTCGACCTGCGGCGCTTCCTGACGCAGCCGCA 

GGTGGTGGCGCGCGCCGTGTGCTTGGTCTTCGCCTTGATCGTGTTCTCCTGCATCTATGGTG 

AGGGCTACAGCAATGCCCACGAGTCTAAGC^GATGTACTGCGTGTTCAACCGCAACGA 

GCCTGCCGCTATGGCAGTGCCATCGGGGTGCTGGCCTTCCTGGCCTCGGCCTTCTTCTTGGT 

GGTCGACGCGTATTTCCCCCAGATCAGCAACGCCACTGACCGCAAGTACCTGGTCATTGGTG 

ACCTGCTCTTCTCAGCTCTCTGGACCTTCCTGTGGTTTGTTGGTTTCTGCTTCCTCACCAAC 

CAGTGGGCAGTCACCAACCCGAAGGACGTGCTGGTGGGGGCCGACTCTGTGAGGGCAGCCAT 

CACCTTCAGCTTCTTTTCCATCTTCTCCTGGGGTGTGCTGGCCTCCCTGGCCTACCAGCGCT 

ACAAGGCTGGCGTGGACGACTTCATCCAGAATTACGTTGACCCCACTCCGGACCCCAACACT 

GCCTACGCCTCCTACCCAGGTGCATCTGTGGACAACTACCAACAGCCACCCTTCACCCAGAA 

CGCGGAGACCACCGAGGGCTACCAGCCGCCCCCTGTGTACTGAGTGGCGGTTAGCGTGGGAA 

GGGGGACAGAGAGGGCCCTCCCCTCTGCCCTGGACTTTCCCATCAGCCTCCTGGAACTGCCA 

GCCCCTCTCTTTCAC CTGTT C CAT C CTGTGC AGC TGAC ACACAGCT AAGGAGC CTCATAGCC 

TGGCGGGGGCTGGCAGAGCCACACCCCAAGTGCCTGTGCCCAGAGGGCTTCAGTCAGCCGCT 

CACTCCTCCAGGGCACTTTTAGGAAAGGGTTTTTAGCTAGTGTTTTTCCTCGCTTTTAATGA 

CCTCAGCCCCGCCTGCAGTGGCTAGAAGCCAGCAGGTGCCCATGTGCTACTGACAAGTGCCT 

CAGCTTCCCCCCGGCCCGGGTCAGGCCGTGGGAGCCGCTATTATCTGCGTTCTCTGCCAAAG 

ACTCGTGGGGGCCATCACACCTGCCCTGTGCAGCGGAGCCGGACCAGGCTCTTGTGTCCTCA 

CTCAGGTTTGCTTCCCCTGTGCCCACTGCTGTATGATCTGGGGGCCACCACCCTGTGCCGGT 

GGCCTCTGGGCTGCCTCCCGTGGTGTGAGGGCGGGGCTGGTGCTCATGGCACTTCCTCCTTG 

CTCCCACCCCTGGCAGCAGGGAAGGGCTTTGCCTGACAACACCCAGCTTTATGTAAATATTC 

TGCAGTTGTTACTTAGGAAGCCTGGGGAGGGCAGGGGTGCCCCATGGCTCCCAGACTCTGTC 

TGTGCCGAGTGTATTATAAAATCGTGGGGGAGATGCCCGGCCTGGGATGCTGTTTGGAGACG 

GAATAAATGTTTTCTCATTCAAAG 



FIGURE 61 



</usr/ seqdb2/ sst/DNA/Dnaseqs . min/ss • DNA48304 
<subunit 1 of 1, 224 aa, 1 stop 
<MW: 24810, pi: 4.75, NX(S/T): 1 

ME S GAYGAAKAGGS FDLRRFLTQPQ WARAVCL VFAL I VFS C I YGEGYSNAHE S KQMYCVFN 
RNEDACRYGSAIGVLAFLASAFFLVVDAYFPQISNATDRKYLVIGDLLFSALWTFLWFVGFC 
FLTNQWAVTNPKDVLVGADSVRAAITFSFFSIFSWGVLASIiAYQRYKAGV^ 
DPNTAYASYPGASVDNYQQPPFTQNAETTEGYQPPPVY 

Important features: 

Type II Transmembrane domain: 

amino acids 1-45 

Other transmembrane domains: 

amino acids 74-90, 108-126 and 145-161 

N-glycosylation site* 

amino acids 97-100 



FIGURE 62 



(^GCCACCTACCCTGCTCCGAGGC 

CCCGTGGCCGAGGCCCCCC^GGTGGCTGGCGGG^ 

ATGTTC^GGCCTGTGAGGACTCCAAGAGAAAAGCCCGC^ 

GCCCTGCTCGTGCTGGCTTCGGCGGGGGTGCTACTC^ 

CAGGTGTACTC2^GGCAGTCTGCGTGTACTCAATCGCCACTT 

TTCCGCAGTGAAACCGCCAAAGCCGAGAAGATGCT 

AACTO^GCTCCGTCTATTCCTTTGGGGAGGG^ 

CACCGCCGGCTGATGCTGAGCCCCGAGGTGGTGCAGGCA^ 

TCGGCTGCCGTCCCCTAC^GGGCCGAGTACGAAGTGGACCCCGAGGGCCTAGTGATCCTGGAAGCCAGTGTGAAA 
GACATAGCTGCATTGAATTCCACGCTGGGTTGTTAC^ 
AAGGGGCCTGACCACCTGGCCTCC^GCTGCCTGTGGC^COT^ 
CTGGAGTGGACGCTGGCAGAGTGCCGGGACC^^ 

ATCACCTCGGTGTACGGCTGCAGCCGCCAGGAGCCCGTGGTGGAGGT^ 

GTCTGGAAGAAGGGCCTGCACAGCTACTACGACCCCTTCGTGCTCTCCGTGCAGCCGGTGGTCTTCCAGGCCTGT 

GAAGTGAACCTGACGCTGGACAACAGGCTCGACTCCCAGGGCGTCCTCAGCACCCCGTACTTCCCCA 

TCGCCCCAAACCCACTGCTCCTGGCACCTCACGGTGCCCTCTCTGGACTACGGCTTGGCCCTCT 

TATGCACTGAGGAGGCAGAAGTATGATTTGCCGTGC^ 

GGCTTGCGC^TCCTGCAGCCCTACG^^^ 

TCCCAGATCTCCCTCACCGGGCCCGGTGTGCGGGTGCACTATC^^ 

GAGTTCCTCTGTTCTGTGAATGGACTCTGTGTCCCTGCCTGTGATGGGGTCAAGGACTGCCCCAACGGCCTGGAT 

GAGAGAAACTGCGTTTGCAGAGCCACATTCCAGTGCAAAGAGGACAGCACA 

GATGGGCAGCCTGATTGTCTCAACGGCAGCGATGAAC^ 

TTCC^GTGTGAGGACCGGAGCTGCGTGAAGAAGCCCAACCCG 

TCGGATGAGGAGCACTGTGACTGTGGCCTCCAGGGCCCCTC 

GGTGAGTGGCCATGGCAGGCCAGCCTCCAGGTTCGGGGT^ 

TGGGTGATAACAGCTGCCCACTGCTTCCAGGA® 

AAGGTGTGGC^GAACTCGCGCTGGCCTGGAGAGGTGTCCTTCAAGGTGAGCCGCCTGCTCC 

GAAGAGGACAGCCATGACTACGACGTGGCGCTGCTGCAGCTCGACCACCCGGTGGTGCGCTCGGCCGCCGTGCGC 

CCCGTCTGCCTGCCCGCGCGCTCCCACTTCTTCGAGCCCGGCCTGCACTGCT 

CGCGAGGGCGGCCCCATCAGCAACGCTCrGCAGAAAGTGGATGTGCAGTTGATCC^ 

GCCTATCGCTACCAGGTGACGCCACGCATGCTGTGTGC^^ 

GACTCAGGTGGTCCGCTGGTGTGCAAGGCACTCA^^ 

GGCTGTGGCCGGCCTAACTACTTCGGCGTCTACAC^ 

AC CTGAG GAACTGCCCCCCTGCAAAGCAGGGCCCACCTCCTG 

GGGACAAGTATTOTGGCGGGK3GGTGGGGGAGAGAGCAGGCCCTG 

CTGATGTCTGCTCCAGTGATGGCAGGAGGATGGAGJ^ 

C^GGCCC^CACCCAGCCCTTCTGCCTC 

GCAGTGGCTCAGCAGCAAGAATGCTGGTTCTACATCCCGAGGAG 

CTGTTTGGGC^GCC^TGCCTCCAGAGAGCAGATTCCAGCTTCGGAAGCCCCTGGTCTAACTTGGGATCTGGGAAT 
GGAAGGTGCTCCCATCGGAGGGGACCCTCAGAGCCCTGGAGACTGCCAGGTGGGCCTGCTGCCACTGTAAGCCAA 
AAGGTGGGGAAGTCCTGACTCCAGGGTCCTTGCCCC^CCCCT 
CACTGGGAGGTGAGCTCAGCTGCCCTTTGGAATAAAGCT 



FIGURE 63 



></usr/seqdb2 /sst /DNA/Dnaseqs . min/ss . DNA49152 
xsubunit 1 of 1, 802 aa, 1 stop 
><MW: 88846, pi: 6.41, NX(S/T): 7 

MPVAEAPQVAGGQGDGGDGEEAEPEGMFKACEDSKRKARGYLRLVPLFVLLALLVIA 
LWYFLGYKAEVIWSQVYSGSLRVLNRHFSQDLT^ 

YYNSSSVYSFGEGPLTCFFWFILQIPEHRRLMLSPEWQALLVEELLSTVNSSAAVPYRAEY 
EVDPEGLVILEASVKDIAALNSTLGCYRYSWGQGQVLRLKGPDHIiASSC 
KLRLEWTLAECRDRLAMYDVAGPLEKRLITSVYGCSRQEPVVEVIjASGAIM 
YDPF^SVQPWFQACEWLTLDNRLDSQGVTiSTPYFPSYYSPQ 

wfdayalrrqkydlpctqgqwtiqnrrlcglri lqpyaeri pwatagitinftsqi sltgp 
gvrvhyglynqsdpcpgeflcswglcvpacdgvkdcpnglderncvcratfqckedstcis 

LPKVCDGQPDCIIjNGSDEEQCQEGVPCGTFTFQCEDRSCVKKPNPQCDGRPDCRDGSDEEHCD , 

CGLQGPSSRIVGGAVSSEGEWPWQASLQVRGRHICGGALIADRWITAAHCFQEDSl^STVL 

WTVFLGKVWQNSRWPGEVSFKVSRLLLHPYHEEDSHDYDV^ 

RS HFFE PGLHCW I TGWGALREGGP I SNALQKVD VQL I PQDLC S E AYRYQVT PRMLCAG YRKG 
KKDACQGDSGGPLVCKALSGRWFLAGLVSWGIiGCGRPNYFGVYTRI TGVI S WI QQWT 

Important features : 

Type II transmembrane domain: 

amino acids 4 6-67 

Serine proteases, trypsin family, histidine active site, 
amino acids 604-609 
N-glycosylation sites. 

amino acids 127-130, 175-178, 207-210, 329-332, 424-427, 444-447 
and 509-512 
Kringle domains. 

amino acids 746-758 and 592-609 

Homologous region to Kallikrein Light Chain: 

amino acids 568-779 

Homologous region to Low-density lipoprotein receptor: 

amino acids 451-567 
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GCACCCAGGGCCAGTGGACGATCCAGAACAGGAGGCTGTGTGGCTTGCGCATCCTGCAGCCC 

TACGCCGAGAGGATCCCCGTGGTGGCCACGGCCGGGATCACCATCAACTTCACCTCCCAGAT 

CTCCCTCACCGGGCCCGGTGTGCGGGTGCACTATGGCTTGTACAACCAGTCGGACCCCTGCC 

CTGGAGAGTTCCTCTGTTCTGTGAATGGACTCTGTGTCCCTGCCTGTGATGGGGTCAAGGAC 

TGCCCCAACGGCCTGGATGAGAGAAACTGCGTTTGCAGAGCCACATTCCAGTGCAAAGAGGA 

CAGCACATGCATCTCACTGCCCAAGGTCTGTGATGGGCAGCCTGATTGTCTCAACGGCAGCG 

ATGAAGAGCAGTGCCAGGAAGGGGTGCCATGTGGGACATTCA.CCTTCGAGTGTGAGGACCGG 

AGCTGCGTGAAGAAGCCCAACCCGCAGTGTGATGGGCGGCCCGACTGCAGGGACGGCTCGGA 

TGAGGAGCACTGTGACTGTGGCCTCCAGGGCCCCTCCAGCCGCATTGTTGGTGGAGCTGTGT 

CCTCCGAGGGTGAGTGGCCATGGCAGGCCAGCCTCCAGGTTCGGGGTCGACACATCTGTGGG 

GGGGCCCTCATCGCTGACCGCTGGGTGATAACAGCTGCCCACTGCTTCCAGGAGGACAGCAT 

GGCCTCCACGGTGCTGTGGACCGTGTTCCTGGGCAAGGTGTGGCAGAACTCGCGCTGGCCTG 

GAGAGGTGTCCTTCAAGGTGAGCCGCCTGCTCCTGCACCCGTACCACGAAGAGGACAGCCAT 

GACTACGACGTGGCGCTGCTGCAGCTCGACCACCCGGTGGTGCGCTCGGCCGCCGTGCGCCC 

CGTCTGCCTGCCCGCGCGCTCCCACTTCTTCGAGCCCGGCCTGCACTGCTGGATTACGGGCT 

GGGGCGCCTTGCGCGAGGGCGGCCCCATCAGCAACGCTCTGCAGAAAGTGGATGTGCAGTTG 

ATCCCACAGGACCTGTGCAGCGAGGCCTATCGCTACCAGGTGACGCCACGCATGCTGTGTGC 

CGGCTACCGCAAGGGCAAGAAGGATGCCTGTCAGGGTGACTCAGGTGGTCCGCTGGTGT 

AGGCACTCAGTGGCCGCTGGTTCCTGGCGGGGCTGGTCAGCTGGGGCCTGGGCTGTGGCCGG 

CCTAACTACTTCGGCGTCTACACCCGCATCACAGGTGTGATCAGCTGGATCCAGCAAGTGGT 

GACCTGAGGAACTGCCCCCCTGCAAAGCAGGGCCCACCTCCTGGACTCAGAGAGCCCAGGGC 

AACTGCCAAGCAGGGGGACAAGTAT 
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GGACGAGGGCAGATCTCGTTCTGGGGCAAGCCGTTGACACTCGCTCCCTGCCACCGCCCGGG 
CTCCGTGCCGCCAAGTTTTCATTTTCCACCTTCTCTGCCTCCAGTCCCCCAGCCCCTGGCCG 
AGAGAAGGGTCTTACCGGCCGGGATTGCTGGAAACACCAAGAGGTGGTTTTTGTTTTTTAAA 
ACTTCTGTTTCTTGGGAGGGGGTGTGGCGGGGCAGGATGAGCAACTCCGTTCCTCTGCTCTG 
TTTCTGGAGCCTCTGCTATTGCTTTGCTGCGGGGAGCCCCGTACCTTTTGGTCCAGAGGGAC 
GGCTGGAAGATAAGCTCCACAAACCCAAAGCTACACAGACTGAGGTCAAACCATCTGTGAGG 
TTTAACCTCCGCACCTCCAAGGACCCAGAGCATGAAGGATGCTACCTCTCCGTCGGCCACAG 
CCAGCCCTTAGAAGACTGCAGTTTCAACATGACAGCT 

GGACGATGAGCGGTATCTTTGAAAACTGGCTGCACAAACTCGTGTCAGCCCTGCACACAAGA 

GAGAAAGACGCCAATGTAGTTGTGGTTGACTGGGTCCCCCTGGCCCACCAGCTTTACACGGA 

TGCGGTCAATAATACCAGGGTGGTGGGACACAGCATTGCCAGGATGCTCGACTGGCTGCAGG 

AGAAGGACGATTTTTCTCTCGGGAATGTCCACTTGATCGGCTACAGCCTCGGAGCGCACGTG 

GCCGGGTATGCAGGCAACTTCGTGAAAGGAACGGTGGGCCGAATCACAGGTTTGGATCCTGC 

CGGGCCCATGTTTGAAGGGGCCGACATCCACAAGAGGCTCTCTCCGGACGATGCAGATTTTG 

TGGATGTCCTCCACACCTACACGCGTTCCTTCGGCTTGAGCATTGGTATTCAGATGCCTGTG 

GGCCACATTGACATCTACCCCAATGGGGGTGACTTCCAGCCAGGCTGTGGACTCAACGATGT 

CTTGGGATCAATTGCATATGGAACAATCACAGAGGTGGTAAAATGTGAGCATGAGCGAGCCG 

TCCACCTCTTTGTTGACTCTCTGGTGAATCAGGACAAGCCGAGTTTTGCCTTCCAGTGCACT 

GACTCCAATCGCTTCAAAAAGGGGATCTGTCTGAGCTGCCGCAAGAACCGTTGTAATAGCAT 

TGGCTACAATGCCAAGAAAATGAGGAACAAGAGGAACAGCAAAATGTACCTAAAAACCCGGG 

CAGGCATGCCTTTCAGAGGTAACCTTCAGTCCCTGGAGTGTCCCTGAGGAAGGCCCTTAATA 

CCTCCTTCTTAATACCATGCTGCAGAGCAGGGCACATCCTAGCCCAGGAGAAGTGGCCAGCA 

CAATCCAATCAAATCGTTGCAAATCAGATTACACTGTGCATGTCCTAGGAAAGGGAATCTTT 

ACT^AAATAAACAGTGTGGACCCCTAATAAAAAAAAAAAAA 

AAAAAAAAAAAAAAAAAAAAAA 
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>< /usr / seqdb2 / s s t /DNA/Dnaseqs . min / s s . DNA4 9 6 4 6 
xsubunit 1 of 1, 354 aa, 1 stop 
><MW: 39362, pi: 8.35, NX(S/T): 2 

MSNSVPLLCFWSLCYCFAAGSPVPFGPEGRLEDKIjHKPKATQTEVKPSVRFNLRTSKDPEHE 
GCYLSVGHSQPLEDCSFNMTAKTFFI IHGWTMSGI FENWLHKL VS ALHTRE KDANWWDWL 
PLAHQLYTDAVNNTRVVGHSIARMLDWLQEKDDFS 

GR I TGLDPAGPMFEGAD I HKRL S PDDAD FVDVLHT YTRS FGL S I G I QMP VGH I D I YPNGGD F 
QPGCGLNDVLGSIAYGTITEVVKCEHE 

CRKNRCNS I G YNAKKMRNKRNS KMYLKTRAGMP FRGNLQS LE C P 

Important features: 
Signal peptide: 

amino acids 1-16 

Lipases, serine active site. 

amino acids 163-172 

N-glycosylation sites. 

amino acids 80-83 and 136-139 
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CGGACGCGTGGGCGGACGCGTGGGCCTG^ 

TTCCCTGTCGCGCTCCGCTGGCTGGACGCGCT^ 

CGGCAAAGTTTGGCCCGAAGAGGAAGTGGTCTCAAACCCCGG 

CTGCCTGCGGGCGGGCTGTAGGCGAGGGCGCGCCCCAGTGCCGAGACCCGGGGCTTCAGGAGCCGGCCCCGGGAG 

AGAAGAGTGCGGCGGCGGAOSGAGAAAAC^CTCCAAAGTTGGCGAAAGG 

CCGCCTCCCCGCCCCCAGCCCTGGCATCC^GAGTAC^ 

CACCAGGGAGCCTGGGCGCCCGGGGCTCCGCC^^ 

GCACCTCTGGACAGCCCAGGATGCTGTTGGCCACCCTCCTCCTCCTCCTCCTTGGAGGCGCTOT 

ACCGGATTATTTTTCCAAATCATGCTTGTGAGGACCCCCCAGC^^ 

GGCCCCTGGTCCGGGACAGCCGCACCTCCCCTGCCAACT 

TCACCATCAGGTTCCAGAAGCTACACCTGGCCTGTGGCTC^ 

TGATCTCCCTGTGTGAGGCACCTCCCAGCCCTCTGCAGCTGCCCG<^^ 

CTGGGGCCAGAGK^CCCATGGGCCAGGGCTTCCT 

AGTTTCAGTGCCTGAACCACCGCTGTGTATCTGCTGTCCAGCGCTGTGATGGGGTTGATGCCTGTGGCGATGGCT 

CTGATGAAGCAGGTTGCAGCTCAGACCCCTT^ 

TCACCTTGGAGGACTTCTATGGGGTCTTC 

CCTGCCATTGGCTGCTGGACCCCCATGATGGCCGGCGGCTGGCCGTGCGCTTCACAGCCCTGGACTTGGGCTTTG 

GAGATGCAGTGCATGTGTATGACGGCCCTGGGC^ 

GCAATGGCAAGGCTGTCACTGTGGAGACACTGTCTGGC 

ATGGTCGTGGCTTCAATGCCACC^ACCATGTGCGGGGCTATTGCTTGCCTTGGGACAGACCCTGT 

CTGGCCTGGGAGCTGGCGAAGGCCTAGGTGAGCGCT^ 

GTGCTGACGGCACAGATGAGGAGGACTGCCCAGGCTGCCCACC 

CTGGTGCCACAGCCTGCTACCTGCCTGCTGACCGCTGC^^ 

GACGCTGTCGK3CATTGCCAGCCTGGCAATTTCCG 

ATGGGCAGCCAGACTGTGCGGACGGCAGTGATGAGTGGGACTGCTCCTATGTTCTGCCCCGCAAGGTCA 
CTGCAGTCATTGGCAGCCTAGTGTGCGGCCTGCTCCT^^ 

TTCX5CACCCAGGAGTACAGCATCTTTGCCCCCCTCTCCCGGATGGAGGCTGAGAOT 

CTTCCTACGGGCAGCTCATTGCCCAGGGTGC^ 

ACTCAGTGCTGGGCAACCTGCGTTCTCTC^ 

CCCGCCGTCGTCAGCGGGGCCGCTTGATGCGACGCCTGGTACGCCGTCTCCGCCGCTGGGGOT 
CCT^CACCCCGGCTCGGGCCTCTGAGGCG^^ 

GTGGCACAGGTCCAGCCCGTGAGGGCGGGGCAGTGGGTGGGCAAGATGGGGAGCA 

AGGCTCCCCTCCCATCTGCTAGCACGTCTCCAGCCCCCACTACTGTCCCTGAAGCCCCAGGGCCACTGCCCTCAC 
TGCCCCTAGAGCCATCACTATTGTCTGGAGTGGTGCAGGCCCTGCGAGGCCGCCTGTTGCCCAGCCTGGGGCCCC 
CAGGACCAACCCGGAGCCCCCCTGGACCCCACAC^ 

TGCCACTGGCTGAGCCGGGGGTGTGGGTAGCTGAGGCAGAGGATGAGCCACTGCTTAC CTGAG GGGACCTGGGGG 
CTCTACTGAGGCCTCTCCCCTGGGGGCTCTACTCATAGT^ 

ACCACTTCCTTCCCTGTCCCTGGATTTCAGGGACTTGGTGGGCCTCCCGTTGACCCTATGTAGCTGCTATAAAGT 
TAAGTGTCCCTCAGGCAGGGAGAGGGCTCACAGAGTCTCCT 
TCACCACCACCTGCTCCCCACGCCACCACCATTTGGGT^ 
GGTCTGGACACTCCATCCTTGCCAAACCTCTACCCAAAAGT 

CCCTCCAGCCCCCAAGGGGAGGATTTGGGCAGAACCTGAGGTTTTGCCATCCACAA 

CTCACAAA^GAGTGCAACAAATGCTTCTATTCCATAGCTACGGCATTGCTCAGTAAG 

GGAATCATACATCTC 
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</usr/seqdb2/sst/DNA/Dnaseqs .min/ss .DNA49631 
<subunit 1 of 1, 713 aa, 1 stop 
<MW: 76193, pi: 5.42, NX(S/T): 4 

MLLATLLLLLLGGALAHPDRI I FPNHACEDPPAVLLEVQGTLQRPLVRDSRTSPANCTWLIL 

GSKEQTVTIRFQKLHLACGSERLTLRSPLQPIiISLCEAPPSPLQLPGGNVTITYSYAGARAP 

MGQGFLLSYSQDWLMCLQEEFQCIjNHRCVSAVQRCDGVDACGDGSDEAGCSSDPFPGLTPRP 

VPSLPCNVTLEDFYGVFSSPGYTHLASVSHPQSCHWLLDPHDGRRIiAVRFTALDLGFGDAVH 

VYDGPGPPESSRLLRSLTHFSNGKAVTVETLSGQAWSYHTVAWSNGRGFNATYHVRGYCL 

WDRPCGLGSGLGAGEGLGERCYSEAQRCDGSWDCADGTDEEDCPGCPPGHFPCGAAGTSGAT 

acylpadrcnyqtfcadgaderrcrhcqpgnfrcrd^ 

YVLPRKVITAAVIGSLVCGLLLVIAIiGCTCKLYAIRTQEYSIFAPLSRMEAEIVQQQAPPSY 

gqliaqgaippvedfptenpndnsvlgnlrsllqilrqdmtpgggpgarrrqrgrlmrrlvr 
rlrrwgllprtntparasearsqvtpsaaplealdggtgpareggavggqdgeqapplpika 
plpsastspapttvpeapgplpslplepsllsgwqalrgrllpslgppgptrsppgphtav 
lalededdvllvplaepgvwvaeaedepllt 

Important features : 
Signal peptide: 

amino acids 1-16 

Transmembrane domain: 

amino acids 442-462 

LDL- receptor class A (LDLRA) domain proteins 

amino acids 411-431, 152-171, 331-350 and 374-393 
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CGAGCTGGGCGAGAAGTAGGGGAGGGCGGTGCTCCGCCGCGGTGGCGGTTGCTATCGCTTCG 
CAGAACCTACTCAGGCAGCCAGCTGAGAAGAGTTGAGGGAAAGTGCTGCTGCTGGGTCTGCA 
GACGCGATGGATAACGTGCAGCCGAAAATAAAACATCGCCCCTTCTGCTTCAGTGTGAAAGG 
CCACGTGAAGATGCTGCGGCTGGCACTAACTGTGACATCTATGACCTTTTTTATCATCGCAC 
AAGCCCCTGAACCATATATTGTTATCACTGGATTTGAAGTCACCGTTATCTTATTTTTCATA 
CTTTTATATGTACTCAGACTTGATCGATTAATGAAGTGGTTATTTTGGCCTTTGCTTGATAT 
TATCAACTCACTGGTAACAACAGTATTCATGCTCATCGTATCTGTGTTGGCACTGATACCAG 
AAACCACAACATTGACAGTTGGTGGAGGGGTGTTTGCACTTGTGACAGCAGTATGCTGTCTT 
GCCGACGGGGCCCTTATTTACCGGAAGCTTCTGTTCAATCCCAGCGGTCCTTACCAGAAAAA 
GCCTGTGCATGAAAAAAAAGAAGTTTTGTAATTTTATATTACTTTTTAGTTTGATACTAAGT 
ATTAAACATATTTCTGTATTCTTCCAAAAAAAAAAAAAAAAAA 
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>< /usr /seqdb2 / ss t /DNA/Dnaseqs . min/ s s . DNA4 9 64 5 
xsubunit 1 of 1, 152 aa, 1 stop 
><MW: 17170, pi: 9.62, NX(S/T): 1 

MDNVQPKI KHRPFCFS VKGHVKMLRLALTVTSMTFPIIAQAPEPYIVITGFEVTVILFFILIi 
YVLRLDRLMKWL FWPLLD I INSLVTTVFMLI VSVLALI PETTTLTVGGGVFALVTAVCCLAD 
GALIYRKLLFNPSGPYQKKPVHEKKEVL 

Important features : 

Potential type II transmembrane domain: 

amino acids 26-42 

Other potential transmembrane domain: 

amino acids 44-65, 81-101 and 109-129 

Leucine zipper pattern 

amino acids 78-99 and 85-106 

N-myristoylation site* 

amino acids 110-115 

Ribonucleotide reductase large subunit protein 

amino acids 116-127 
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GGGCGAGAAGTAGGGGAGGGCGTGTTCCGCCGCGGTGGCGGTTGCTATCGTTTTGCAGAACC 
TACTCAGGCAGCCAGNTGAGAAGAGTTGAGGGAAAGTGCTGCTGCTGGGTCTGCAGACGCGA 
TGGATAACGTGCAGCCGAAAATAAAACATCGCCCCTTCTGCTTCAGTGTGAAAGGCCACGTG 
AAGATGCTGCGGCTGGCACTAACTGNGACATCTATGACCTTTTTTATNATCGCACAAGCCCC 
TGAACCATATATTGTTATCACTGGATTTGAAGTCACCGTTATCTTATTTTTCATACTTTTAT 
ATGTACTCAGACTTGATCGATTAATGAAGTGGTTATTTTGGCCTTTGCTTGATATTATCAAC 
TCACTGGTAACAACAGTATTCATGCTCATCGTATCTGTGTTGGCACTGATACCAGAAACCAC 
AACATTGAC^GTTGGTGGAGGGGTGTTTGCACTTGTGACAGCAGTATGCTGTNTTGCCGAC 
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CAGCCCCGCGCGCCGGCCGAGTCGCTGAGCCGCGGCTGCCGGACGGGACGGGACCGGCTAGG 
CTGGGCGCGCCCCCCGGGCCCCGCCGTGGGC ATGG GCGCACTGGCCCGGGCGCTGCTGCTGC 
CTCTGCTGGCCCAGTGGCTCCTGCGCGCCGCCCCGGAGCTGGCCCCCGCGCCCTTCACGCTG 
CCCCTCCGGGTGGCCGCGGCCACGAACCGCGTAGTTGCGCCCACCCCGGGACCCGGGACCCC 
TGCCGAGCGCCACGCCGACGGCTTGGCGCTCGCCCTGGAGCCTGCCCTGGCGTCCCCCGCGG 
GCGCCGCCAACTTCTTGGCCATGGTAGACAACCTGCAGGGGGACTCTGGCCGCGGCTACTAC 
CTGGAGATGCTGATCGGGACCCCCCCGCAGAAGCTACAGATTCTCGTTGACACTGGAAGCAG 
TAACTTTGCCGTGGCAGGAACCCCGCACTCCTAC^ 

CTAGCACATACCGCTCCAAGGGCTTTGACGTCACAGTGAAGTACACACAAGGAAGCTGGACG 
GGCTTCGTTGGGGAAGACCTCGTCACCATCCCCAAAGGCTTCAATACTTCTTTTCTTGTCAA 
CATTGCCACTATTTTTGAATCAGAGAATTTCTTTTTGCCTGGGATTAAATGGAATGGAATAC 
TTGGCCTAGCTTATGCCACACTTGCCAAGCCATCAAGTTCTCTGGAGACCTTCTTCGACTCC 
CTGGTGACACAAGCAAACATCCCCAACGTTTTCTCCATGCAGATGTGTGGAGCCGGCTTGCC 
CGTTGCTGGATCTGGGACCAACGGAGGTAGTCTTGTCTTGGGTGGAATTGAACCAAGTTTGT 
ATAAAGGAGACATCTGGTATACCCCTATTAAGGAAGAGTGGTACTACCAGATAGAAATTCTG 
AAATTGGAAATTGGAGGCCAAAGCCTTAATCTGGACTGCAGAGAGTATAACGCAGACAAGGC 
CATCGTGGACAGTGGCACCACGCTGCTGCGCCTGCCCCAGAAGGTGTTTGATGCGGTGGTGG 
AAGCTGTGGCCCGCGCATCTCTGATTCCAGAATTCTCTGATGGTTTCTGGACTGGGTCCCAG 
CTGGCGTGCTGGACGAATTCGGAAACACCTTGGTCTTACTTCCCTAAAATCTCCATCTACCT 
GAGAGACGAGAACTCCAGCAGGTCATTCCGTATCA.CAATCCTGCCTCAGCTTTACATTCAGC 
CCATGATGGGGGCCGGCCTGAATTATGAATGTTACCGATTCGGCATTTCCCCATCCACAAAT 
GCGCTGGTGATCGGTGCCACGGTGATGGAGGGCTTCTACGTCATCTTCGACAGAGCCCAGAA 
GAGGGTGGGCTTCGCAGCGAGCCCCTGTGCAGAAATTGCAGGTGCTGCAGTGTCTGAAATTT 
CCGGGCCTTTCTCAACAGAGGATGTAGCCAGCAACTGTGTCCCCGCTCAGTCTTTGAGCGAG 
CCCATTTTGTGGATTGTGTCCTATGCGCTCATGAGCGTCTGTGGAGCCATCCTCCTTGTCTT 
AATCGTCCTGCTGCTGCTGCCGTTCCGGTGTCAGCGTCGCCCCCGTGACCCTGAGGTCGTCA 
ATGATGAGTCCTCTCTGGTCAGACATCGCTGGAAATGAATAGCCAGGCCTGACCTCAAGCAA 
CCATGAACTCAGCTATTAAGAAAATCACATTTCCAGGGCAGCAGCCGGGATCGATGGTGGCG 
CTTTCTCCTGTGCCCACCCGTCTTCAATCTCTGTTCTGCTCCCAGATGCCTTCTAGATTCAC 
TGTCTTTTGATTCTTGATTTTCAAGCTTTCAAATCCTCCCTACTTCCAAGAAAAATAATTAA 
AAAAAAAACTTCATTCTAA 
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></usr/seqdb2/sst/DNA/Dnaseqs .min/ss .DNA45493 

xsubunit 1 of 1, 518 aa, 1 stop 

><MW: 56180, pi: 5.08, NX(S/T): 2 

MGALARALLLPLLAQWLLRAAPEIiAPAPFTLPLRVAAATNRVV^ 

ALEPALASPAGAANFLAMVDNLQGDSGRGYYLEMLIGTPPQKLQILVDTC 

YI DT YFDTERS S T YRS KGFDVTVKY TQGS WTGFVGEDLVT I PKGFNTSFLVNIATI FESENF 

FLPGIKWNGILGLAYATLAKPSSSLETFFDSLVTQANIPNVFSMQMCGAGLPVAGSGTNGGS 

LVLGGIEPSLYKGDIWYTPIKEEWYYQIEILKLEIGGQSLNLDCREYNADKAIVDSGTTLLR 

LPQKVFDAVVEAVARASLIPEFSDGFWTGSQLACWTNSETPWSYFPKISIYLRDENSSRSFR 

IT I LPQLYI QPMMGAGLNYECYRFGI SPSTNALVIGATVMEGFYVI FDRAQKRVGFAAS PCA 

EIAGAAVSEISGPFSTEDVASNCVPAQSLSEPILWIVSYALMSVCGAILLVLIVLLLLPFRC 

QRRPRDPEWNDESSLVRHRWK 

Important features : 
Signal peptide: 

amino acids 1-20 

Transmembrane domain: 

amino acids 466-494 

N-glycosylation sites. 

amino acids 170-173 and 366-369 

Leucine zipper pattern. 

amino acids 10-31 and 197-118 

Eukaryotic and viral aspartyl proteases 

amino acids 109-118, 252-261 and 298-310 
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CGCCTCCGCCTTCGGAGGCTGACGCGCCCGGGCGCCGTTCCAGGCCTGTGCAGGGCGGATCG 
GCAGCCGCCTGGCGGCGATCCAGGGCGGTGCGGGGCCTGGGCGGGAGCCGGGAGGCGCGGCC 
GG CATGG AGGCGCTGCTGCTGGGCGCGGGGTTGCTGCTGGGCGCTTACGTGCTTGTCTACTA 
CAACCTGGTGAAGGCCCCGCCGTGCGGCGGCATGGGCAACCTGCGGGGCCGCACGGCCGTGG 
TCACGGGCGCCAACAGCGGCATCGGAAAGATGACGGCGCTGGAGCTGGCGCGCCGGGGAGCG 
CGCGTGGTGCTGGCCTGCCGCAGCCAGGAGCGCGGGGAGGCGGCTGCCTTCGACCTCCGCCA 
GGAGAGTGGGAACAATGAGGTCATCTTCATGGCCTTGGACTTGGCCAGTCTGGCCTCGGTGC 
GGGCCTTTGCCACTGCCTTTCTGAGCTCTGAGCCACGGTTGGACATCCTCATCCACAATGCC 
GGTATCAGTTCCTGTGGCCGGACCCGTGAGGCGTTTAACCTGCTGCTTCGGGTGAACCATAT 
CGGTCCCTTTCTGCTGACACATCTGCTGCTGCCTTGCCTGAAGGCATGTGCCCCTAGCCGCG 
TGGTGGTGGTAGCCTCAGCTGCCCACTGTCGGGGACGTCTTGACTTCAAACGCCTGGACCGC 
CCAGTGGTGGGCTGGCGGCAGGAGCTGCGGGCATATGCTGACACTAAGCTGGCTAATGTACT 
GTTTGCCCGGGAGCTCGCCAACCAGCTTGAGGCCACTGGCGTCACCTGCTATGCAGCCCACC 
CAGGGCCTGTGAACTCGGAGCTGTTCCTGCGCCATGTTCCTGGATGGCTGCGCCCACTTTTG 
CGCCCATTGGCTTGGCTGGTGCTCCGGGCACCAAGAGGGGGTGCCCAGACACCCCTGTATTG 
TGCTCTACAAGAGGGCATCGAGCCCCTCAGTGGGAGATATTTTGCCAACTGCCATGTGGAAG 
AGGTGCCTCCAGCTGCCCGAGACGACCGGGCAGCCCATCGGCTATGGGAGGCCAGCAAGAGG 
CTGGCAGGGCTTGGGCCTGGGGAGGATGCTGAACCCGATGAAGACCCCCAGTCTGAGGACTC 
AGAGGCCCCATCTTCTCTAAGCACCCCCCACCCTGAGGAGCCCACAGTTTCTCAACCTTACC 
CCAGCCCTCAGAGCTCACCAGATTTGTCTAAGATGACGCACCGAATTCAGGCTAAAGTTGAG 
CCTGAGATCCAGCTCTCC TAAC CCTCAGGCCAGGATGCTTGCCATGGCACTTCATGGTCCTT 
GAAAACCTCGGATGTGTGTGAGGCCATGCCCTGGACACTGACGGGTTTGTGATCTTGACCTC 
CGTGGTTACTTTCTGGGGCCCCAAGCTGTGCCCTGGACATCTCTTTTCCTGGTTGAAGGAAT 
AATGGGTGATTATTTCTTCCTGAGAGTGACAGTAACCCCAGATGGAGAGATAGGGGTATGCT 
AGACACTGTGCTTCTCGGAAATTTGGATGTAGTATTTTCAGGCCCCACCCTTATTGATTCTG 
ATCAGCTCTGGAGCAGAGGCAGGGAGTTTGCAATGTGATGCACTGCCAACATTGAGAATTAG 
TGAACTGATCCCTTTGCAACCGTCTAGCTAGGTAGTTAAATTACCCCCATGTTAATGAAGCG 
GAATTAGGCTCCCGAGCTAAGGGACTCGCCTAGGGTCTCACAGTGAGTAGGAGGAGGGCCTG 
GGATCTGAACCCAAGGGTCTGAGGCCAGGGCCGACTGCCGTAAGATGGGTGCTGAGAAGTGA 
GTCAGGGCAGGGCAGCTGGTATCGAGGTGCCCCATGGGAGTAAGGGGACGCCTTCCGGGCGG 
ATGCAGGGCTGGGGTCATCTGTATCTGAAGCCCCTCGGAATAAAGCGCGTTGACCGCCAAAA 
AAAAAAAAAAAAAAAAA 
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</usr/seqdb2/sst/DNA/Dnaseqs . min/ss .DNA48227 
<subunit 1 of 1, 377 aa, 1 stop 
<MW: 40849, pi: 7.98, NX(S/T): 0 

MEALLLGAGLLLGAYVLVYYNLVKAPPCGGMGNLRGRTAVVTGJ^SGIGKMTALELARRGAR 
WliACRSQERGEAAAFDLRQESGNNEVI FMALDLASLAS VRAFATAFLS S E PRLD I L I HNAG 
ISSCGRTREAFNLLLRVNHIGPFLLTHLLLPCLKACAPSRVVVVASAAHCRGRLDFKRLDRP 
WGWRQELRAYADTKLAWLFAREIiANQLEA^ 

PLAWLVLRAPRGGAQTPLYCALQEGIEPLSGRYFANCHVEEVPPAARDDRAAHRLWEAS 

AGLGPGEDAEPDEDPQSEDSEAPSSLSTPHPEEPTVSQPYPSPQSSPDLSKMTHRIQAKVEP 

EIQLS 

Important features : 
Signal peptide: 

amino acids 1-16 

Glycosaminoglycan attachment site. 

amino acids 46-49 

Short- chain alcohol dehydrogenase family 

amino acids 37-49 and 114-124 
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GGAGGAGACAGCCTCCTGGGGGGCAGGGGTTCCCTGCCTCT^ 

GACTCCCCGCCCCAGATCCTAGTCCACCCCCAGGACCAGCTGT^ 

CAAGCCTGAGGCCAGCGACCTCCCACCATCCGCT 

CCACACCACCTCCTGCCTGATGGGACCCTTCT 

GCCCTGTCCAGAGACCTGGGTGTCTACACATGT^ 

CGGCTGTCTGTGGCTGTCCTCCGGGAGGATTTCCAGAT^ 

TTTACTCTGGAATGTGGGCCGCCCTGGGGCCACCCAGA^^^ 

GCCCTCCAGCCCGGAAGGCACACAGTGTCCGGGGGGTCCCTG 

ACCTACATGTGTGTGGCCACCAACAGCGCAGGACATA^^ 

CAGGACTACACGGAGCCTGTGGAGCTTCTGGCTGTGCGAATTCAGCTGGAAAATGTGAC^ 
CCTGCAGAGGGCCCCAAGCCTAGACCGGCGGTGTGGCTCAGCT 

TCTTACACGGCCTTGTTCAGGACCCAGACTGCCCCGGGAGGCCAGGGAGCTCCGTGGG 

GGCTGGCAGAGCGGAGAGCTTGGAGGCCTCCACTGGGGCCAAGACTACGAGTTCAAAGT 

CGGGCTCGAGGCCCTGACAGCAACGTGCTGCTCCTGA 

GTGACTCTAAAGCCTGGCAATGGCACTGTCTTTGTGAGCTGGGTCCCACCACCTGCTGAAA 

ATCCGTGGCTACCAGGTCTGGAGCCTGGGCAACACATCACTGCCACCAGCCAACT 

ACCCAGCTGGAAATCGCCACCCATATGCCAGGCTCCTACTGC^^ 

GGGGAGCCC^GTAGACCTGTCTGCCTCCTTTTAGAGCAGG 

GGTCCCTGGACCCTGGAGCAGCTGAGGGCTACCTTGJ^ 

TGGCTGCTGCTTCTGGGCACOGCCGTGTGTATCCACCGCCGGCGCCGAGCTAGC^ 

TACAGATATACCAGTGAGGATGCCATCCTAAAACACAGGA^ 

TGGCGTTCCACCTCTGGCTCTCGGGACCTGAGCAGC 

GACCCACTAGACTGTCGTCGCTCCTTGCTCTCCTGGGACTCCCGAAGCCCCGGCGTGCCCCTGCTTCCAGACAC^ 

AGCACTTTTTATGGCTCCCTCATCGCTGAGCTGCCCTCCAGTACCCCAGCCAGGCCAAGTCCCCAGGTCCCAGCT 

GTCAGGCGCCTCCC^CCCCAGCTGGCCC^GCTCTCCAGCCCCTGTTCCAGCTCAGAC^ 

GGACTCTCTTCTCCCCGCTTGTCTCTGGCCCCTGCA^ 

GCCAACAGTTCCCCACTGCTCCGGGGCAGCCACTCCTTGGAGCTCCGGG 

AAGAACCTTTCCCAAAGCCCAGGAGCTGTGCCCCAAGCT 

AGCTCCTCAAATGAGCTGGTTACTCGTCATCTCCCTCCAGCACCCCTCTTTCCTCATGAAACTCCCCCAACTCAG 
AGTCAAC^GACCCAGCCTCCGGTGGCACCACAGGCTCCCTCC^^ 

CTTAGCCCCTGCAGTCCCCCTAGCCCCCAGGCCTCTTCCCTCTCTGGCCCC^GCCCAGCTTCCAGTCGCCT 

AGCTCCTCACTGTCATCCCTGGGGGAGGATCAAGACAGCGTGCTGACCCCTGAGGAC^ 

CTCAGTGAGGGTGAGGAGACTCCCAGGAACAGCGTCTCT^ 

GGGTACATCAGCGTCCCAACAGCCTCAGAGTTCACG 

GGAGTCTTGCTGTGCCCACCTCGGCCCTGCCTCACCCCCACCCCC^ 

TCAGCCTCTGAGGACAATGCCGCCAGCGCCAGAGCCAGCCTTGTCAGCTCCTCCGATGGCTCCTTCCTCGCTGAT 

GCTCACTTTGCCCGGGCCCTGGCAGTGGCTGTGGATAGCTTTGGTTTCGGTCTAGAGCCCAGGGAG^ 

GTCTTCATAGATGCCTCATCACCTCCCTCCCCACGGGATGAGAT 

TGGGAGTGGAGGCCAGACTGGTTGGAAGACATGGAGGTCAGCCACACCCAGCGGCTGGGAA 

TGGCCCCCTGACTCTCAGATCTCTTCCGA.GAGAAGTCAGCTCCACTGTCGTATGCCCAAGGCTGGTGCTTCTCCT 
GTAGATTACTCCTGJ^CCGTGTCCCT^ 

ACCTGGGCTGTGGTGTGTGGGTCTTGGCCTGTGTTTCTCTGCAGCTGGGGTCCACCTTCCCAAGCCTCCAGAGAG 

TTCTCCCTCCACGATTGTGAAAACAAATGAAAACAAAATTAGAGCAAAGCT 

ACATCATCTCCACCTGACTCCTAGCCACTGCTTTCTCCT 

CTGAGGAGCAGCCCTGCCTGCTGCTCTTCCCCCACCAT^ 

GTGGAGGACAGCAGTGGCTGCTGGGAGAGGGCTGTGGAGGAAG 

GGGCCCCTCCTCTAGAGAAGAGCTCAACTCTCTCCCAACCTCACCATGGAAAGAAAATAATTATGAATGCC^ 
AGGCACTGAGGCCCTACCTCATGCCAAAGAAAGGGTTCAAGGCTGGGTCT^ 
TATGAGACCGTAGGTCAAAAGC^CCATCCTCGTACTGTTC 
GGTAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA 
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< /usr/ seqdb2 / ss t /DNA/Dnaseqs . min/ ss . DNA4 14 04 
<subunit 1 of 1, 985 aa, 1 stop 
<MW: 105336, pi: 6.55, NX(S/T) : 7 

MGGMAQDSPPQILVHPQDQLFQGPGPARMSCQASGQPPPTIRWLLNGQPLSMVPPDPHHLLP 

DGTLLLLQPPARGHAHDGQALSTDLGVYTCEASNRLGTAVSRGARLSVAVLREDFQIQPRDM 

VAWGEQFTLECGPPWGHPEPWSWWKDGKPLALQPGRHTVSGGSLLMARAEK^ 

ATNSAGHRESRAARVSIQEPQDYTEPVELIiAVRIQLENVTLLNPDPAEGPKPRPAVW 

SGPAAPAQSYTALFRTQTAPGGQGAPWAEELLAGWQSAELGGLHWGQDYEFKVRPSSGRARG 

PDSNVTiLLRLPEKVPSAPPQEVTLKPGNGTVFVSWVPPPAE 

ANWTWGEQTQLEIATHMPGSYCVQVAAVTGAGAGEPSRPVCLLLEQAMERATQEPSEHGPW 
TLEQLRATLKRPEVIATCGVALWLLLLGTAVCIHRRRRARVHLGPGLYRYTSEDAILKHRMD 
HSDSQWLADTWRSTSGSRDLSSSSSLSSRLGADARDPLDCRRSLLSWDSRSPGVPLLPDTST 
FYGSLIAELPSSTPARPSPQVPAVRRLPPQLAQLSSPCSSSDSLCSRRGLSSPRLSLAPAEA 
WKAKKKQELQHANSSPLLRGSHSLELRACELGNRGSKNLSQSPGAVPQALVAWRALGPKLLS 
SSNELVTRHLPPAPLFPHETPPTQSQQTQPPVAPQAPSSILLPAAPIPILSPCSPPSPQASS 
LSGPSPASSRLSSSSLSSLGEDQDSVLTPEEVALCLELSEGEETPRNSVSPMPRAPSPPTTY 
GYISVPTASEFTDMGRTGGGVGPKGGVLLCPPRPCLTPTPSEGSLANGWGSASEDNAASARA 
SLVSSSDGSFLADAHFARAIAVAVDSFGFGLEPREADCVFIDASSPPSPRDEIFLTPNLSLP 
LWEVTOPDWLEDMEVSHTQRLGRGMPPWPPDSQISSQRSQLHCRMPKAGASPVDYS 

Important features : 
Transmembrane domain : 
amino acids 44 8-4 67 
N-glycosylation sites: 

amino acids 224-227, 338-341, 367-370, 374-377, 658-661 and 926- 
929 

N-myristoylation sites. 

amino acids 47-52, 80-85, 88-93, 99-104, 105-110, 181-186, 272- 
277, 290-295, 355-360, 403-408, 462-467, 561-566, 652-657, 849- 
854 and 876-881 

Phospho tyro sine interaction domain proteins 

amino acids 74 0-753 
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CTCCCACGGTGTCCAQCGCCCAGA ATG CGGCTTCTGGTCCTGCTATGGGGTTGCCTGCTGCT 
CCCAGGTTATGAAGCCCTGGAGGGCCCAGAGGAAATCAGCGGGTTCGAAGGGGACACTGTGT 
CCCTGCAGTGCACCTACAGGGAAGAGCTGAGGGACCACCGGAAGTACTGGTGCAGGAAGGGT 
GGGATCCTCTTCTCTCGCTGCTCTGGCACCATCTATGCAGAAGAAGAAGGCCAGGAGACAAT 
GAAGGGCAGGGTGTCCATCCGTGACAGCCGCCAGGAGCTCTCGCTCATTGTGACCCTGTGGA 
ACCTCACCCTGCAAGACGCTGGGGAGTACTGGTGTGGGGTCGAAAAACGGGGCCCCGATGAG 
TCTTTACTGATCTCTCTGTTCGTCTTTCCAGGACCCTGCTGTCCTCCCTCCCCTTCTCCCAC 
CTTCCAGCCTCTGGCTACAACACGCCTGCAGCCCAAGGCAAAAGCTCAGCAAACCCAGCCCC 
CAGGATTGACTTCTCCTGGGCTCTACCCGGCAGCCACCACAGCCAAGCAGGGGAAGACAGGG 
GCTGAGGCCCCTCCATTGCCAGGGACTTCCCAGTACGGGCACGAAAGGACTTCTCAGTACAC 
AGGAACCTCTCCTCACCCAGCGACCTCTCCTCCTGCAGGGAGCTCCCGCCCCCCCATGCAGC 
TGGACTCCACCTCAGCAGAGGACACCAGTCCAGCTCTCAGCAGTGGCAGCTCTAAGCCCAGG 
GTGTCCATCCCGATGGTCCGCATACTGGCCCCAGTCCTGGTGCTGCTGAGCCTTCTGTCAGC 
CGCAGGCCTGATCGCCTTCTGCAGCCACCTGCTCCTGTGGAGAAAGGAAGCTCAACAGGCCA 
CGGAGACACAGAGGAACGAGAAGTTCTGGCTCTCACGCTTGACTGCGGAGGAAAAGGAAGCC 
CCTTCCCAGGCCCCTGAGGGGGACGTGATCTCGATGCCTCCCCTCCACACATCTGAGGAGGA 
GCTGGGCTTCTCGAAGTTTGTCTCAGC GTAGG GCAGGAGGCCCTCCTGGCCAGGCCAGCAGT 
GAAGCAGTATGGCTGGCTGGATCAGCACCGATTCCCGAAAGCTTTCCACCTCAGCCTCAGAG 
TCCAGCTGCCCGGACTCCAGGGCTCTCCCCACCCTCCCCAGGCTCTCCTCTTGCATGTTCCA 
GCCTGACCTAGAAGCGTTTGTCAGCCCTGGAGCCCAGAGCGGTGGCCTTGCTCTTCCGGCTG 
GAGACTGGGACATCCCTGATAGGTTCACATCCCTGGGCAGAGTACCAGGCTGCTGACCCTCA 
GCAGGGCCAGACAAGGCTCAGTGGATCTGGTCTGAGTTTCAATCTGCCAGGAACTCCTGGGC 
CTCATGCCCAGTGTCGGACCCTGCCTTCCTCCCACTCCAGACCCCACCTTGTCTTCCCTCCC 
TGGCGTCCTCAGACTTAGTCCCACGGTCTCCTGCATCAGCTGGTGATGAAGAGGAGCATGCT 
GGGGTGAGACTGGGATTCTGGCTTCTCTTTGAACCACCTGCATCCAGCCCTTCAGGAAGCCT 
GTGAAAT^CGTGATTCCTGGCCCCACCZ^GACCCACCAAAACCATCTCTGGGCTTGGTGCAG 
GACTCTGAATTCTAACAATGCCCAGTGACTGTCGCACTTGAGTTTGAGGGCCAGTGGGCCTG 
ATGAACGCTCACACCCCTTCAGCTTAGAGTCTGCATTTGGGCTGTGACGTCTCCACCTGCCC 
CAATAGATCTGCTCTGTCTGCGACACCAGATCCACGTGGGGACTCCCCTGAGGCCTGCTAAG 
TCCAGGCCTTGGTCAGGTCAGGTGCACATTGCAGGATAAGCCCAGGACCGGCACAGAAGTGG 
TTGCCTTTNCCATTTGCCCTCCCTGGNCCATGCCTTCTTGCCTTTGGAAAAAATGATGAAGA 
AAACCTTGGCTCCTTCCTTGTCTGGAAAGGGTTACTTGCCTATGGGTTCTGGTGGCTAGAGA 
GAAAAGTAGAAAACCAGAGTGCACGTAGGTGTCTAACACAGAGGAGAGTAGGAACAGGGCGG 
ATACCTGAAGGTGACTCCGAGTCCAGCCCCCTGGAGAAGGGGTCGGGGGTGGTGGTAAAGTA 
GCACAACTACTATTTTTTTTCTTTTTCCATTATTATTGTTTTTTAAGACAGAATCTCGTGCT 
GCTGCCCAGGCTGGAGTGCAGTGGCACGATCTGCAAACTCCGCCTCCTGGGTTCAAGTGATT 
CtTCTGCCTCAGCCTCCCGAGTAGCTGGGATTACAGGCACGCACCACCACACCTGGCTAATT 
TTTGTACTTTTAGTAGAGATGGGGTTTCACCATGTTGGCCAGGCTGGTCTTGAACTCCTGAC 
CTCAAATGAGCCTCCTGCTTCAGTCTCCCAAATTGCCGGGATTACAGGCATGAGCCACTGTG 
TCTGGCCCTATTTCCTTTAAAAAGTGAAATTAAGAGTTGTTCAGTATGCAAAACTTGGAAAG 
ATGGAGGAGAAAAAGAAAAGGAAGAAAAAAATGTCACCCATAGTCTCACCAGAGACTATCAT 
TATTTCGTTTTGTTGTACTTCCTTCCACTCTTTTCTTCTTCACATAATTTGCCGGTGTTCTT 
TTTACAGAGCAATTATCTTGTATATACAACTTTGTATCCTGCCTTTTCCACCTTATCGTTCC 
ATCACTTTATTCCAGCACTTCTCTGTGTTTTACAGACCTTTTTATAAATAAT^ATGTTCATCA 
GCTGCATAAAAAAAAAAAAAA 
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< /us r / seqdb2 / s s t /DNA/Dnaseqs .min/ss. DNA4 4196 
<subunit 1 of 1, 332 aa, 1 stop 
<MW: 36143, pi: 5.89, NX(S/T): 1 

MRLLVLLWGCLLLPGYEALEGPEEISGFEGDTVSLQCTYREELRDHRKYWCRKGGILFSRCS 
GT I YAEE EGQETMKGRVS I RDSRQELS L I VTLWNLTLQDAGE YWCGVE KRGPDE S LL I S LFV 
FPGPCCPPSPSPTFQPLATTRLQPKAKAQQTQPPGLTSPGLYPAATTAKQGKTGAEAPPLPG 
TSQYGHERTSQYTGTSPHPATSPPAGSSRPPMQLDSTSAEDTSPALSSGSSKPRVSIPMVRI 
LAPVLVLLSLLSAAGLIAFCSHLLLWKEAQQATETQRNEKFWLSRLTAEEKEAPSQAPEGD 
VISMPPLHTSEEELGFSKFVSA 

Important features: 
Signal peptide: 

amino acids 1-17 

Transmembrane domain: 

amino acids 248-269 

N-glycosylation site. 

amino acids 96-99 

Fibrinogen beta and gamma chains C- terminal domain* 

amino acids 104-113 

Ig like V-type domain: 

amino acids 13-12 8 
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TTGTGACTAAAAGCTGGCCTAGCAGGCCAGGGAGTGCAGCTGCAGGCGTGGGGGTGGCAGGA 
GCCGCT^GAGCCAGAGCAGACAGCCGAGAAACAGGTGGACAGTGTGAAAGAACCAGTGGTCTC 
GCTCTGTTGCCCAGGCTAGAGTGTACTGGCGTGATCATAGCTCACTGCAGCCTCAGACTCCT 
GGACTTGAGAAATCCTCCTGCCTTAGCCTCCTGCATATCTGGGACTCCAGGGGTGCACTCAA 
GCCCTGTTTCTTCTCCTTCTGTGAGTGGACCACGGAGGCTGGTGAGCTGCCTGTCATCCCAA 
AGCTCAGCTCTGAGCCAGAGTGGTGGTGGCTCCACCTCTGCCGCCGGCATAGAAGCCAGGAG 
CAGGGCTCTCAGAAGGCGGTGGTGCCCAGCTGGGATCATGTTGTTGGCCCTGGTCTGTCTGC 
TCAGCTGCCTGCTACCCTCCAGTGAGGCCAAGCTCTACGGTCGTTGTGAACTGGCCAGAGTG 
CTACATGACTTCGGGCTGGACGGATACCGGGGATACAGCCTGGCTGACTGGGTCTGCCTTGC 
TTATTTCACAAGCGGTTTCAACGCAGCTGCTTTGGACTACGAGGCTGATGGGAGCACCAACA 
ACGGGATCTTCCAGATCAACAGCCGGAGGTGGTGCAGCAACCTCACCCCGAACGTCCCGAAC 
GTGTGCCGGATGTACTGCTCAGATTTGTTGAATCCTAATCTCAAGGATACCGTTATCTGTGC 
CATGAAGATAACCCAAGAGCCTCAGGGTCTGGGTTACTGGGAGGCCTGGAGGCATCACTGCC 
AGGGAAAAGACCTCACTGAATGGGTGGATGGCTGTGACTTCTAGGATGGACGGAACCATGCA 
CAGCAGGCTGGGAAATGTGGTTTGGTTCCTGACCTAGGCTTGGGAAGACAAGCCAGCGAATA 
AAGGATGGTTGAACGTGAAA 



FIGURE 81 

</usr/seqdb2/sst/DNA/Dnaseqs .min/ss .DNA52187 
<siabunit 1 of 1, 146 aa, 1 stop 
<MW: 16430, pi: 5.05, NX(S/T): 1 
MLLALVCLLSCLLPSSEAKLYGRCEIA 

YEADGSTNN6IFQINSRRWCSNLTPNVPNVCR^^^CSDLLNPNLKDTVICAMKITQEPQGLGY 
WEAWRHHCQGKDLTEWVDGCDF 

Important features : 
Signal peptide: 
amino acids 1-18 

N-myristoylation site. 

amino acids 67-72 

Homolgous region to Alpha- lac t albumin / lysozyme C proteins. 

amino acids 34-58 (catalytic domain) , 111-132 and 66-107 
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AGCCGCTGCCCCGGGCCGGGCGCCCGCGGCGGCACCATGAGTCCCCGCTCGTGCCTGCGTTC 
GCTGCGCCTCCTCGTCTTCGCCGTCTTCTCAGCCGCCGCGAGCAACTGGCTGTACCTGGCCA 
AGCTGTCGTCGGTGGGGAGCATCTCAGAGGAGGAGACGTGCGAGAAACTCAAGGGCCTGATC 
CAGAGGCAGGTGCAGATGTGCAAGCGGAACCTGGAAGTCATGGACTCGGTGCGCCGCGGTGC 
CCAGCTGGCCATTGAGGAGTGCCAGTACCAGTTCCGGAACCGGCGCTGGAACTGCTCCACAC 
TCGACTCCTTGCCCGTCTTCGGCAAGGTGGTGACGCAAGGGACTCGGGAGGCGGCCTTCGTG 
TACGCCATCTCTTCGGCAGGTGTGGCCTTTGCAGTGACGCGGGCGTGCAGCAGTGGGGAGCT 
GGAGAAGTGCGGCTGTGACAGGACAGTGCATGGGGTCAGCCCACAGGGCTTCCAGTGGTCAG 
GATGCTCTGACAACATCGCCTACGGTGTGGCCTTCTCAGAGTCGTTTGTGGATGTGCGGGAG 
AGAAGCAAGGGGGCCTCGTCCAGCAGAGCCCTCATGAACCTCCACAACAATGAGGCCGGCAG 
GAAGGCCATCCTGACACACATGCGGGTGGAATGCAAGTGCCACGGGGTGTCAGGCTCCTGTG 
AGGTAAAGACGTGCTGGCGAGCCGTGCCGCCCTTCCGCCAGGTGGGTCACGCACTGAAGGAG 
AAGTTTGATGGTGCCACTGAGGTGGAGCCACGCCGCGTGGGCTCCTCCAGGGCACTGGTACC 
ACGCAACGCACAGTTCAAGCCGCACACAGATGAGGACCTGGTGTACTTGGAGCCTAGCCCCG 
ACTTCTGTGAGCAGGACATGCGCAGCGGCGTGCTGGGCACGAGGGGCCGCACATGCAACAAG 
ACGTCCAAGGCCATCGACGGCTGTGAGCTGCTGTGCTGTGGCCGCGGCTTCCACACGGCGCA 
GGTGGAGCTGGCTGAACGCTGCAGCTGCAAATTCCACTGGTGCTGCTTCGTCAAGTGCCGGC 
AGTGCCAGCGGCTCGTGGAGTTGCACACGTGCCGATGACCGCCTGCCTAGCCCTGCGCCGGC 
AACCACCTAGTGGCCCAGGGAAGGCCGATAATTTAAACAGTCTCCCACCACCTACCCCAAGA 
GATACTGGTTGTATTTTTTGTTCTGGTTTGGTTTTTGGGTCCTCATGTTATTTATTGCCGAA 
ACCAGGCAGGCAACCCCAAGGGCACCAACCAGGGCCTCCCCAAAGCCTGGGCCTTTGTGGCT 
GCCACTGACCAAAGGGACCTTGCTCGTGCCGCTGGCTGCCCGCATGTGGCTGCCACTGACCA 
CTCAGTTGTTATCTGTGTCCGTTTTTCTACTTGCAGACCTAAGGTGGAGTAACAAGGAGTAT 
TACCACCACATGGCTACTGACCGTGTCATCGGGGAAGAGGGGGCCTTATGGCAGGGAAAATA 
GGTACCGACTTGATGGAAGTCACACCCTCTGGAAAAAAGAACTCTTAACTCTCCAGCACACA 
TACACATGGACTCCTGGCAGCTTGAGCCTAGAAGCCATGTCTCTCAAATGCCCTGAGAAAGG 
GAACAAGCAGATACCAGGTCAAGGGCACCAGGTTCATTTCAGCCCTTACATGGACAGCTAGA 
GGTTCGATATCTGTGGGTCCTTCCAGGCAAGAAGAGGGAGATGAGAGCAAGAGACGACTGAA 
GTCCCACCCTAGAACCCAGCCTGCCCCAGCCTGCCCCTGGGAAGAGGAAACTTAACCACTCC 
CCAGACCCACCTAGGCAGGCATATAGGCTGCCATCCTGGACCAGGGATCCCGGCTGTGCCTT 
TGCAGTCATGCCCGAGTCACCTTTCACAGCGCTGTTCCTCCATGAAACTGAAAAACACACAC 
ACACACACACACACACACACACACA^ 

GAGAGGGAGGAAAGGGCTGTGCCTTTGCAGTCATGCCCGAGTCACCTTTCA 



FIGURE 83 



</usr/seqdb2/sst/DNA/Dnaseqs .min/ss ,DNA48328 
<subunit 1 of 1, 351 aa, 1 stop 
<MW: 39052, pi: 8.97, NX(S/T): 2 

MSPRSCLRSLRLLVFAVFSAAASNWLYLAKLSSVGSISEEETCEKLKGLIQRQVQMCKRNLE 
VMDS VRRGAQLAI EECQYQFRNRRWNCSTLDSLPVFGKWTQGTREAAFVYAI S S AGVAFAV 
TRACSSGELEKCGCDRTVHGVSPQGFQWSGCSDNIAYGVAFSQSFVDVRERSKGASSSRAIjM 
NLHNNEAGRKAILTHMRVECKCHGVSGSCEVKTCWRAVPPFRQVGHALKEKFDGATEVEPRR 
VGSSRALVPRNAQFKPHTDEDLWLEPSPDFCEQDMRSGVLGTRGRTCNKTSKAIDGCELLC 
CGRGFHTAQVELAERCSCKFHWCCFVKCRQCQRLVELHTCR 

Important features : 
Signal peptide: 

amino acids 1-22 

N-glycosylation sites. 

amino acids 88-91 and 297-300 

Wnt-1 family signature. 

amino acids 206-215 

Homologous region to Wnt-1 family proteins 

amino acids 183-235, 305-350, 97-138, 53-92 and 150 -174 



FIGURE 84 



CGGACGCGTGGGCGGACGCGTGGGCGGACGCGTGGGCGGACGCGTGGGCTGGGTGCCTGCAT 
CGCCATGGACACCACCAGGTACAGCAAGTGGGGCGGCAGCTCCGAGGAGGTCCCCGGAGGGC 
CCTGGGGACGCTGGGTGCACTGGAGCAGGAGACCCCTCTTCTTGGCCCTGGCTGTCCTGGTC 
ACCACT^GTCCTTTGGGCTGTGATTCTGAGTATCCTATTGTCCAAGGCCTCCACGGAGCGCGC 
GGCGCTGCTTGACGGCCACGACCTGCTGAGGACAAACGCCTCGAAGCAGACGGCGGCGCTGG 
GTGCCCTGAAGGAGGAGGTCGGAGACTGCCACAGCTGCTGCTCGGGGACGCAGGCGCAGCTG 
CAGACCACGCGCGCGGAGCTTGGGGAGGCGCAGGCGAAGCTGATGGAGCAGGAGAGCGCCCT 
GCGGGAACTGCGTGAGCGCGTGACCCAGGGCTTGGCTGAAGCCGGCAGGGGCCGTGAGGACG 
TCCGCACTGAGCTGTTCCGGGCGCTGGAGGCCGTGAGGCTCCAGAACAACTCCTGCGAGCCG 
TGCCCCACGTCGTGGCTGTCCTTCGAGGGCTCCTGCTACTTTTTCTCTGTGCCAAAGACGAC 
GTGGGCGGCGGCGCAGGATCACTGCGCAGATGCCAGCGCGCACCTGGTGATCGTTGGGGGCC 
TGGATGAGCAGGGCTT CCTCACT CGGAACACGCGTGGCCGTGGTTACTGGCTGGGCCTGAGG 
GCTGTGCGCCATCTGGGCAAGGTTCAGGGCTACCAGTGGGTGGACGGAGTCTCTCTCAGCTT 
CAGCCACTGGAACCAGGGAGAGCCCAATGACGCTTGGGGGCGCGAGAACTGTGTCATGATGC 
TGCACACGGGGCTGTGGAACGACGCACCGTGTGACAGCGAGAAGGACGGCTGGATCTGTGAG 
AAAAGGCACAACTGCTGACCCCGCCCAGTGCCCTGGAGCCGCGCCCATTGCAGCATGTCGTA 
TCCTGGGGGCTGCTCACCTCCCTGGCTCCTGGAGCTGATTGCCAAAGAGTTTTTTTCTTCCT 
CATCCACCGCTGCTGAGTCTCAGAAACACTTGGCCCAACATAGCCCTGTCCAGCCCAGTGCC 
TGGGCTCTGGGACCTCCATGCCGACCTCATCCTAACTCCACTCACGCAGACCCAACCTAACC 
TCCACTAGCTCCAAAATCCCTGCTCCTGCGTCCCCGTGATATGCCTCCACTTCTCTCCCTAA 
CCAAGGTTAGGTGACTGAGGACTGGAGCTGTTTGGTTTTCTCGCATTTTCCACCAAACTGGA 
AGCTGTTTTTGCAGC CTGAGGAAGCATCAATAAATATTTGAGAAATGAAAAAA 



FIGURE 85 



</usr/seqdb2/sst/DNA/Dnaseqs .min/ss . DNA56352 
<subunit 1 of 1, 293 aa, 1 stop 
<MW: 32562, pi: 6.53, NX(S/T) : 2 

MDTTRYSKWGGSSEEVPGGPWGRWVHWSRRPLFLALAVLVTTVLW 

LLDGHDLLRTNASKQTAALGALKEEVGDCHSCCSGTQAQLQTTRAELGEAQAKLMEQESALR 
ELRERVTQGLAKAGRGREDVRTELFRALEAVRLQNNSCEPCPTSWLSFEGSCYFFSVPKTTW 
AAAQDHCADASAHLVIVGGLDEQGFLTRNTRGRGYWLGLRAVRHLGKVQGYQWVDGVSLS^ 
HWNQGE PND AWGRENCVMMLHTGLWNDAPCD S E KDGW I CE KRHNC 

Important features: 

Type II transmembrane domain: 

amino acids 31-54 

N-glycosylation sites. 

amino acids 73-76 and 159-162 

Leucine zipper pattern. 

amino acids 102-123 

N-myristoylation sites* 

amino acids 18-23, 133-138 and 242-247 

C-type lectin domain signature. 

amino acids 264-287 
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GCCAGGGGAAGAGGGTGATCCGACCCGGGGAAGGTCGCTGGGCAGGGCGAGTTGGGAAAGCG 
GCAGCCCCCGCCGCCCCCGCAGCCCCTTCTCCTCCTTTCTCCCACGTCCTATCTGCCTCTCG 
CTGGAGGCCAGGCCGTGCAGCATCGAAGACAGGAGGAACTGGAGCCTCATTGGCCGGCCCGG 
GGCGCCGGCCTCGGGCTTAAATAGGAGCTCCGGGCTCTGGCTGGGACCCGACCGCTGCCGGC 
CGCGCTCCCGCTGCTCCTGCCGGGT GATGG AAAACCCCAGCCCGGCCGCCGCCCTGGGCAAG 
GCCCTCTGCGCTCTCCTCCTGGCCACTCTCGGCGCCGCCGGCCAGCCTCTTGGGGGAGAGTC 
CATCTGTTCCGCCAGAGCCCCGGCCAAATACAGCATCACCTTCACGGGCAAGTGGAGCCAGA 
CGGCCTTCCCCAAGCAGTACCCCCTGTTCCGCCCCCCTGCGCAGTGGTCTTCGCTGCTGGGG 
GCCGCGCATAGCTCCGACTACAGCATGTGGAGGAAGAACCAGTACGTCAGTAACGGGCTGCG 
CGACTTTGCGGAGCGCGGCGAGGCCTGGGCGCTGATGAAGGAGATCGAGGCGGCGGGGGAGG 
CGCTGCAGAGCGTGCACGAGGTGTTTTCGGCGCCCGCCGTCCCCAGCGGCACCGGGCAGACG 
TCGGCGGAGCTGGAGGTGCAGCGCAGGCACTCGCTGGTCTCGTTTGTGGTGCGCATCGTGCC 
CAGCCCCGACTGGTTCGTGGGCGTGGACAGCCTGGACCTGTGCGACGGGGACCGTTGGCGGG 
AACAGGCGGCGCTGGACCTGTACCCCTACGACGCCGGGACGGACAGCGGCTTCACCTTCTCC 
TCCCCCAACTTCGCCACCATCCCGCAGGACACGGTGACCGAGATAACGTCCTCCTCTCCCAG 
CCACCCGGCCAACTCCTTCTACTACCCGCGGCTGAAGGCCCTGCCTCCCATCGCCAGGGTGA 
CACTGCTGCGGCTGCGACAGAGCCCCAGGGCCTTCATCCCTCCCGCCCCAGTCCTGCCCAGC 
AGGGACAATGAGATTGTAGAGAGCGCCTCAGTTCCAGAAACGCCGCTGGACTGCGAGGTCTC 
CCTGTGGTCGTCCTGGGGACTGTGCGGAGGCCACTGTGGGAGGCTCGGGACCAAGAGCAGGA 
CTCGCTACGTCCGGGTCCAGCCCGCCAACAACGGGAGCCCCTGCCCCGAGCTCGAAGAAGAG 
GCTGAGTGCGTCCCTGATAACTGCGTC TAAG ACCAGAGCCCCGCAGCCCCTGGGGCCCCCCG 
GAGCCATGGGGTGTCGGGGGCTCCTGTGCAGGCTCATGCTGCAGGCGGCCGAGGGCACAGGG 
GGTTTCGCGCTGCTCCTGACCGCGGTGAGGCCGCGCCGACCATCTCTGCACTGAAGGGCCCT 
CTGGTGGCCGGCACGGGCATTGGGAAACAGCCTCCTCCTTTCCCAACCTTGCTTCTTAGGGG 
CCCCCGTGTCCCGTCTGCTCTCAGCCTCCTCCTCCTGCAGGATAAAGTCATCCCCAAGGCTC 
CAGCTACTCTAAATTATGTCTCCTTATAAGTTATTGCTGCTCCAGGAGATTGTCCTTCATCG 
TCCAGGGGCCTGGCTCCCACGTGGTTGCAGATACCTCAGACCTGGTGCTCTAGGCTGTGCTG 
AGCCCACTCTCCCGAGGGCGCATCCAAGCGGGGGCCACTTGAGAAGTGAATAAATGGGGCGG 
TTTCGGAAGCGTCAGTGTTTCCATGTTATGGATCTCTCTGCGTTTGAATAAAGACTATCTCT 
GTTGCTCACAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA 



FIGURE 87 

></usr/seqdb2/ss t/DNA/Dnaseqs . min/ss . DNA53 971 
xsubunit 1 of 1, 331 aa, 1 stop 
><MW: 35844, pi: 5.45, NX(S/T): 2 

MENPSPAAALGKALCALLLATLGAAGQPLGGESICSARAPAKYSITFTGKWSQTAFPKQYPIi 
FRPPAQWSSLLGAAHSSDYSMWRKNQYVSNGLRDFAERGEAWALMKE I EAAGEALQSVHEVF 
SAPAVPSGTGQTSAELEVQRRHSLVSFVVRIVPSPDWFVGVDSLDLCDGDRWREQAALDLYP 
YDAGTDSGFTFSSPNFATIPQDTVTEITSSSPSHPANSFYYPRLKALPPIARVTLLRLRQSP 
RAFI PPAPVLPSRDNE I VDSAS VPETPLDCEVSLWSSWGLCGGHCGRLGTKSRTRYVRVQPA 
NNGSPCPELEEEAECVPDNCV 

Important features: 
Signal peptide: 

amino acids 1-26 
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GGCGGCGTCCGTGAGGGGCTCCTTTGGGCAGGGGTAGTGTTTGGTGTCCCTGTCTTGCGTGA 
TATTGACAAACTGAAGCTTTCCTGCACCACTGGACTTAAGGAAGAGTGTACTCGTAGGCGGA 
CAGCTTTAGTGGCCGGCCGGCCGCTCTCATCCCCCGTAAGGAGCAGAGTCCTTTGTACTGAC 
CAAGATGAGCAACATCTACATCCAGGAGCCTCCCACGAATGGGAAGGTTTTATTGAAAACTA 
CAGCTGGAGATATTGACATAGAGTTGTGGTCCAAAGAAGCTCCTAAAGCTTGCAGAAATTTT 
ATCCAACTTTGTTTGGAAGCTTATTATGACAATACCATTTTTCATAGAGTTGTGCGTGGTTT 
CATAGTCCAAGGCGGAGATCCTACTGGCACAGGGAGTGGTGGAGAGTCTATCTATGGAGCGC 
CATTCAAAGATGAATTTCATTCACGGTTGCGTTTTAATCGGAGAGGACTGGTTGCCATGGCA 
AATGCTGGTTCTCATGATAATGGCAGCCAGTTTTTCTTCACACTGGGTCGAGCAGATGAACT 
TAACAATAAGCATACCATCTTTGGAAAGGTTACAGGGGATACAGTATATAACATGTTGCGAC 
TGTCAGAAGTAGACATTGATGATGACGAAAGACCACATAATCCACACAAAATAAAAAGCTGT 
GAGGTTTTGTTTAATCCTTTTGATGACATCATTCCAAGGGAAATTAAAAGGCTGAAAAAAGA 
GAAACCAGAGGAGGAAGTAAAGAAATTGAAACCCAAAGGCACAAAAAATTTTAGTTTACTTT 
CATTTGGAGAGGAAGCTGAGGAAGAAGAGGAGGAAGTAAATCGAGTTAGTCAGAGCATGAAG 
GGCAAAAGCAAAAGTAGTGATGACTTGCTTAAGGATGAT 

TGTAGAAAGTGAAAAAGGTGATGCACCAGATTTAGTTGATGATGGAGAAGATGAAAGTGCAG 
AGCATGATGAATATATTGATGGTGATGAAAAGAACCTGATGAGAGAAAGAATTGCCAAAAAA 
TTAAAAAAGGACACAAGTGCGAATGTTAAATCAGCTGGAGAAGGAGAAGTGGAGAAGAAATC 
AGTCAGCCGCAGTGAAGAGCTCAGAAAAGAAGCAAGACAATTAAAACGGGAACTCTTAGCAG 
CAAAACAAAAAAAAGTAGAAAATGCAGO\AAACA^ 

GCCCCTCCAGATGGTGCTGTTGCCGAATACAGAAGAGAAAAGCAAAAGTATGAAGCTTTGAG 
GAAGCAACAGTCAAAGAAGGGAACTTCCCGGGAAGATCAGACCCTTGCACTGCTGAACCAGT 
TTAAATCTAAACTCACTGAAGCAATTGCTGAAACACCTGAAAATGACATTCCTGAAACAGAA 
GTAGAAGATGATGAAGGATGGATGTCACATGTACTTCAGTTTGAGGATAAAAGCAGAAAAGT 
GAAAGATGCAAGC^TGC^GACTCAGATACATTTGAAATCTATGATCCTCGGAATCCAGTGA 
ATAAAAGAAGGAGGGAAGAAAGCAAAAAGCTGATGAGAGAGAAAAAAGAAAGAAG ATAAA AT 
GAGAATAATGATAACCAGAACTTGCTGGAAATGTGCCTACAATGGCCTTGTAACAGCCATTG 
TTCCCAACAGCATCACTTAGGGGTGTGAAAAGAAGTATTTTTGAACCTGTTGTCTGGTTTTG 
AAAAACAATTATCTTGTTTTGCAAATTGTGGAATGATGTAAGCAAATGCTTTTGGTTACTGG 
TACATGTGTTTTTTCCTAGCTGACCTTTTATATTGCTAAATCTGAAATAAAATAACTTTCCT 
TCCACAAAAAAAAAAAAAAAAAAAAAAAAAAAAA 
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></usr/seqdb2/sst/DNA/Dnaseqs ,111111/38. DNA50919 
xsubunit 1 of 1 # 472 aa, 1 stop 
><MW: 53847, pi: 5.75, NX(S/T): 2 

MSNIYIQEPPTNGKVLLKTTAGDIDIELWSKEAPKACRNFIQLCLEAYYDNTIFHRVVPGFI 

VQGGDPTGTGSGGESIYGAPFKDEFHSRLRFNRRGLVAMANAGSHDNGSQFFFTLGRADELN 

NKHTIFGKVTGDTVYNMLRLSEVDIDDDERPHNPHKIKSCEVXjFNPFDDIIPREIKRL 

PEEEVKKLKPKGTKNFSLLSFGEEAEEEEEEVNRVSQSMKGKSKSSHDLLKDDPHLSSVPVV 

ESEKGDAPDLVDDGEDESAEHDEYIDGDEKNLm 

SRSEELRKEARQLKRELLAAKQKKVT2NAAKQAEKRSEEEEAPP 

QQSKXGTSREDQTIiALLNQFKSKLTQAIAETPENDIPETEVEDDEGWMSH^ 

DASMQDSDTFEIYDPRNPVNKRRREESKKLMREKKERR 

Important features: 
Signal peptide: 

amino acids 1-21 

N-glycosylation sites. 

amino acids 109-112 and 201-204 

Cyclophilin-type peptidyl -prolyl cis- trans isomerase signature. 

amino acids 49-66 

Homologous region to Cyclophilin-type peptidyl -prolyl cis-trans 
isomerase 

amino acids 96-140, 49-89 and 22-51 
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CGCCGCCGTTGGGGCTGGAAGTTCCCGCCAGGTCCGTGCCGGGCGAGAGAGATGCTGCCCGG 
CCCGCCTCGGCTTTGAGGCGAGAGAAGTGTCCCAGACCCATTTCGCCTTGCTGACGGCGTCG 
AGCCCTGGCCAGACATGTCCACAGGGTTCTCCTTCGGGTCCGGGACTCTGGGCTCCACCACC 
GTGGCCGCCGGCGGGACCAGCACAGGCGGCGTTTTCTCCTTCGGAACGGGAACGTCTAGCAA 
CCCTTCTGTGGGGCTCAATTTTGGAAATCTTGGAAGTACTTCAACTCCAGCAACTACATCTG 
CTCCTTCAAGTGGTTTTGGAACCGGGCTCTTTGGATCTAAACCTGCCACTGGGTTCACTCTA 
GGAGGAACAAATACAGGTGCCTTGCACACCAAGAGGCCTCAAGTGGTCACCAAATATGGAAC 
C CTGC AAGGAAAACAGATGCATGTGGGGAAGAC ACC C ATC CAAGT CTTTTTAGGAGTCC C CT 
TCTCCAGACCTCCTCTAGGTATCCTCAGGTTTGCACCTCCAGAACCCCCGGAGCCCTGGAAA 
GGAATCAGAGATGCTACCACCTACCCGCCTGGATGGAGTCTCGCTCTGTCGCCAGGCTGGAG 
TGCAGTGGCACGATCTCGGCTCACTGCAACCTCCGCCTCGCGGGTTCAAGCGAGTCTCCTGC 
CTCAGCCTCTGAGTGTCTGGGGCTACAGGTGCCTGCAGGAGTCCTGGGGCCAGCTGGCCTCG 
ATGTACGTCAGCACGCGGGAACGGTACAAGTGGCTGCGCTTCAGCGAGGACTGTCTGTACCT 
GAACGTGTACGCGCCGGCGCGCGCGCCCGGGGATCCCCAGCTGCCA.GTGATGGTCTGGTTCC 
CGGGAGGCGCCTTCATCGTGGGCGCTGCTTCTTCGTACGAGGGCTCTGACTTGGCCGCCCGC 
GAGAAAGTGGTGCTGGTGTTTCTGCAGCACAGGCTCGGCATCTTCGGCTTCCTGAGCACGGA 
CGACAGCCACGCGCGCGGGAACTGGGGGCTGCTGGACCAGATGGCGGCTCTGCGCTGGGTGC 
AGGAGAACATCGCAGCCTTCGGGGGAGACCCAGGAAATGTGACCCTGTTCGGCCAGTCGGCG 
GGGGCCATGAGCATCTCAGGACTGATGATGTCACCCCTAGCCTCGGGTCTCTTCCATCGGGC 
CATTTCCCAGAGTGGCACCGCGTTATTCAGACTTTTCATCACTAGTAACCCACTGAAAGTGG 
CCAAGAAGGTTGCCGACCTGGCTGGATGCAACCT^CAACAGCACACAGATCCTGGTAAACTGC 
CTGAGGGCACTATCAGGGACCAAGGTGATGCGTGTGTCCAACAAGATGAGATTCCTCCAACT 
GAACTTCCAGAGAGACCCGGAAGAGATTATCTGGTCCATGAGCCCTGTGGTGGATGGTGTGG 
TGATCCCAGATGACCCTTTGGTGCTCCTGACCCAGGGGAAGGTTTCATCTGTGCCCTACCTT 
CTAGGTGTCAAGAACCTGGAATTCAATTGGCTCTTGCCTTATAATATCACCAAGGAGCAGGT 
ACCACTTGTGGTGGAGGAGTACCTGGACAATGTCAATGAGCATGACTGGAAGATGCTACGAA 
ACCGTATGATGGACATAGTTCAAGATGCCACTTTCGTGTATGCCACACTGCAGACTGCTCAC 
TACCACCGAGAAACCCCAATGATGGGAATCTGCCCTGCTGGCCACGCTACAACAAGGATGAA 
AAGTACCTGCAGCTGGATTTTACCACAAGAGTGGGC ATGAA GCTCAAGGAGAAGAAGATGGC 
TTTTTGGATGAGTCTGTACCAGTCTCAAAGACCTGAGAAGCAGAGGCAATTCTAAGGGTGGC 
TATGCAGGAAGGAGCCAAAGAGGGGTTTGCCCCCACCATCCAGGCCCTGGGGAGACTAGCCA 
TGGACATACCTGGGGACAAGAGTTCTACCCACCCCAGTTTAGAACTGCAGGAGCTCCCTGCT 
GCCTCCAGGCCAAAGCTAGAGCTTTTGCCTGTTGTGTGGGACCTGCACTGCCCTTTCCAGCC 
TGACATCCCATGATGCCCCTCTACTTCACTGTTGACATCCAGTTAGGCCAGGCCCTGTCAAC 
ACCACACTGTGCTCAGCTCTCCAGCCTCAGGACAACCTCTTTTTTTCCCTTCTTCAAATCCT 
CCCACCCTTCAATGTCTCCTTGTGACTCCTTCTTATGGGAGGTCGACCCAGACTGCCACTGC 
CCCTGTCACTGCACCCAGCTTGGCATTTACCATCCATCCTGCTCAACCTTGTTCCTGTCTGT 
TCACATTGGCCTGGAGGCCTAGGGCAGGTTGTGACATGGAGCAAACTTTTGGTAGTTTGGGA 
TCTTCTCTCCCACCCACACTTATCTCCCCCAGGGCCACTCCAAAGTCTATACACAGGGGTGG 
TCTCTTCAATAAAGAAGTGTTGATTAGAAAAAAAAAAA 
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</usr/seqdb2/sst/DNA/Dnaseqs\min/ss .DNA44179 
<subunit 1 of 1, 545 aa, 1 stop 
<MW: 58934, pi: 9,45, NX(S/T): 4 

MSTGFSFGSGTLGSTTVAAGGTSTGGVFSFGTGTSSNPSVGLNFGNLGSTSTPATTSAPSSG 
FGTGLFGSKPATGFTLGGTNTGALHTKRPQVVTKYGTL^ 

LGILRFAPPEPPEPWKGIRDATTYPPGWSLALSPGWSAVARSRLTATSASRVQASLLPQPLS 

WGYRCLQESWGQLASMYVSTRERYKl^RFSEDCLYIiNyYAPA^ 

IVGAASSYEGSDLAAREKVVLVFLQHRLGIFGFLSTDDSHARGNWGLLDQMA^ 

AFGGDPGNVTLFGQSAGAMSISGLMMSPLASGLFHRAISQSGTALFRLFIT^ 

HLAGCNHNSTQI LVNCLRALSGTKVMRV^ PDD 

PLVLLTQGKVSSVPYLLGVmLEFNWLLPYNIT 

IVQDATFVYATLQTAHYHRETPMMGICPAGHATTRMKSTCSWILPQEWA 

Important features: 
Signal peptide: 

amino acids 1-29 

Carboxy lest erases type-B serine active site. 

amino acids 312-327 

Car boxy lest erases type-B signature 2 . 

amino acids 218-228 

N-glycosylation sites. 

amino acids 318-321, 380-383 and 465-468 
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GAGAACAGGCCTGTCTCAGGCAGGCCCTGCGCCTCCTATGCGGAGATGCTACTGCCACTGCT 
GCTGTCCTCGCTGCTGGGCGGGTCCCAGGCTATGGATGGGAGATTCTGGATACGAGTGCAGG 
AGTCAGTGATGGTGCCGGAGGGCCTGTGCATCTCTGTGCCCTGCTCTTTCTCCTACCCCCGA 
CAAGACTGGACAGGGTCTACCCCAGCTTATGGCTACTGGTTCAAAGCAGTGACTGAGACAAC 
C^GGGTGCTCCTGTGGCCACAAACCACCAGAGTCGAGAGGTGGAAATGAGCACCCGGGGCC 
GATTCCAGCTCACTGGGGATCCCGCCAAGGGGAACTGCTCCTTGGTGATCAGAGACGCGCAG 
ATGCAGGATGAGTCACAGTACTTCTTTCGGGTGGAGAGAGGAAGCTATGTGACATATAATTT 
CATGAACGATGGGTTCTTTCTAAAAGTAACAGTGCTCAGCTTCACGCCCAGACCCCAGGACC 
ACAACACCGACCTCACCTGCCATGTGGACTTCTCCAGAAAGGGTGTGAGCGCACAGAGGACC 
GTCCGACTCCGTGTGGCCTATGCCCCCAGAGACCTTGTTATCAGCATTTCACGTGACAACAC 
GCCAGCCCTGGAGCCCCAGCCCCAGGGAAATGTCCCATACCTGGAAGCCCAAAAAGGCCAGT 
TCCTGCGGCTCCTCTGTGCTGCTGACAGCCAGCCCCCTGCCACACTGAGCTGGGTCCTGCAG 
AACAGAGTCCTCTCCTCGTCCCATCCCTGGGGCCCTAGACCCCTGGGGCTGGAGCTGCCCGG 
GGTGAAGGCTGGGGATTCAGGGCGCTACACCTGCCGAGCGGAGAACAGGCTTGGCTCCCAGC 
AGCGAGCCCTGGACCTCTCTGTGCAGTATCCTCCAGAGAACCTGAGAGTGATGGTTTCCCAA 
GCAAACAGGACAGTCCTGGAAAACCTTGGGAACGGCACGTCTCTCCCAGTACTGGAGGGCCA 
AAGCCTGTGCCTGGTCTGTGTCACACACAGCAGCCCCCCAGCCAGGCTGAGCTGGACCCAGA 
GGGGACAGGTTCTGAGCCCCTCCCAGCCCTCAGACCCCGGGGTCCTGGAGCTGCCTCGGGTT 
CAAGTGGAGCACGAAGGAGAGTTCACCTGCC^CGCTCGGCACCCACTGGGCTCCCAGCACGT 
CTCTCTCAGCCTCTCCGTGCACTATAAGAAGGGACTCATCTCAACGGCATTCTCCAACGGAG 
CGTTTCTGGGAATCGGCATCACGGCTGTTCTTTTCCTCTGCCTGGCCCTGATCATCATGAAG 
ATTCTACCGAAGAGACGGACTCAGACAGAAACCCCGAGGCCCAGGTTCTCCCGGCACAGCAC 
GATCCTGGATTACATCAATGTGGTCCCGACGGCTGGCCCCCTGGCTCAGAAGCGGAATCAGA 
AAGCCACACCAAACAGTCCTCGGACCCCTCCTCCACCAGGTGCTCCCTCCCGAGAATCAAAG 
AAGAACC7VGAAAAAGCAGTATCAGTTGCCCAGTTTCCCAGAACCCAAATCATCCACTCAAGC 
CCCAGAATCCGAGGAGAGCCAAGAGGAGCTCCATTATGCCACGCTGAACTTCCCAGGCGTC^ 
GACCCAGGCCTGAGGCCCGGATGCCCAAGGGCACCCAGGCGGATTATGCAGAAGTCAAGTTC 
CAATGAGGGTCTCTTAGGCTTTAGGACTGGGACTTCGGCTAGGGAGGAAGGTAGAGTAAGAG 
GTTGAAGATAACAGAGTGCAAAGTTTCCTTCTCTCCCTCTCTCTCTCTCTTTCTCTCTCTCT 
CTCTCTTTCTCTCTCTTTTAAAAAAACATCTGGCCAGGGCACAGTGGCTCACGCCTGTAATC 
CCAGCACTTTGGGAGGTTGAGGTGGGCAGATCGCCTGAGGTCGGGAGTTCGAGACCAGCCTG 
GCCAACTTGGTGAAACCCCGTCTCTACTAAAAATACAAAAATTAGCTGGGCATGGTGGCAGG 
CGCCTGTAATCCTACCTACTTGGGAAGCTGAGGCAGGAGAATCACTTGAACCTGGGAGACGG 
AGGTTGCAGTGAGCCAAGATCACACCATTGCACGCCAGCCTGGGCAACAAAGCGAGACTCCA 
TCTCAAAAAAAT^AATCCTCCAAATGGGTTGGGTGTCTGTAATCCCAGCACTTTGGGAGGCTA 
AGGTGGGTGGATTGCTTGAGCCCAGGAGTTCGAGACGAGCCTGGGCAACATGGTGAAACCCC 
ATCTCTACAAAAAATACAAAACATAGCTGGGCTTGGTGGTGTGTGCCTGTAGTCCCAGCTGT 
CAGAC7VTTTAAACCAGAGCAACTCGATCTGGAATAGGAGCTGAATAAAATGAGGCTGAGACC 
TACTGGGCTGCATTCTCAGACAGTGGAGGCATTCTAAGTCACAGGATGAGACAGGAGGTCCG 
TACAAGATACAGGTCATAAAGACTTTGCTGATAAAACAGATTGCAGTAAAGAAGCCAACCAA 
ATCCCACCAAAACCAAGTTGGCCACGAGAGTGACCTCTGGTCGTCCTCACTGCTACACTCCT 
GACAGCACCATGACAGTTTACAAATGCCATGGCAACATCAGGAAGTTACCCGATATGTCCCA 
AAAGGGGGAGGAATGAATAATCCACCCCTTGTTTAGCAAATAAGCAAGAAATAACCATAAAA 
GTGGGCAACCAGCAGCTCTAGGCGCTGCTCTTGTCTATGGAGTAGCCATTCTTTTGTTCCTT 
TACTTTCTTAATAAACTTGCTTTCACCTTAAAAAAA 



FIGURE 93 



></usr/seqdb2/sst/DNA/Dnaseqs *min/ss.DNA54002 
xsubunit 1 of 1, 544 aa, 1 stop 
><MW: 60268, pi: 9.53, NX(S/T): 3 

MLLPLLLSSLLGGSQAMDGRFWIRVQESVMVPEGLCISVPCSFSYPRQDWTGSTPAYGYWFK 
AVTETTKGAPVATNHQSREVEMSTRGRFQLTGDPAKGNCSLVIRDAQMQDESQYFFRVERGS 
YVTYNFMDTOGFFLKVTVLSFTPRPQDHNTDLTCHVDFSRKGVSAQRTVRLRVAYAPRDLVI^ 
ISRDNTPALEPQPQGNVPYLEAQKGQFLRLLC^ADSQPPATLSWVLQNRVLSSSHPWGPRPL 
GLELPGVKAGDSGRYTCRAENRLGSQQRALDLSVQYPPENLRVMVSQANRTVLENLGNGTSL 
PVLEGQSLCLVCVTHSSPPARLSWTQRGQVLSPSQPSDPGVLELPRVQVEHEGEFTCHARHP 
LGSQHVSLSLSVHYKKGLISTAFSNGAFIjGIGITALLFLCIjALIIMKILPKRRTQTETPRPR 
FSRHSTILDYINVVPTAGPLAQKRNQKATPNSPRTPPPPGAPSPESKKNQKKQYQLPSFPEP 
KSSTQAPESQESQEELHYATLNFPGVRPRPEARMPKGTQADYAEVKFQ 

Important features : 
Signal peptide: 

amino acids 1-15 

Transmembrane domain: 

amino acids 399-418 

N-glycosylation site . 

amino acids 100-103, 297-300 and 306-309 

Immunoglobulins and major histocompatibility complex proteins 
signature. 

amino acids 365-371 



FIGURE 94 



TGAAGAGTAATAGTTGQAATCZ^AAAGAGTCT^CGC AATGA ACTGTTATTTACTGCTGCGTTT 
TATGTTGGGAATTCCTCTCCTATGGCCTTGTCTTGGAGCAACAGAAAACTCTCAAACAAAGA 
AAGTCAAGCAGCCAGTGCGATCTCATTTGAGAGTGAAGCGTGGCTGGGTGTGGAACCAATTT 
TTTGTACCAGAGGAAATGAATACGACTAGTCATCACATCGGCCAGCTAAGATCTGATTTAGA 
CAATGGAAACAATTCTTTCCAGTACAAGCTTTTGGGAGCTGGAGCTGGAAGTACTTTTATCA 
TTGATGAAAGAACAGGTGACATATATGCCATACAGAAGCTTGATAGAGAGGAGCGATCCCTC 
TACATCTTAAGAGCCCAGGTAATAGACATCGCTACTGGAAGGGCTGTGGAACCTGAGTCTGA 
GTTTGTCATCAAAGTTTCGGATATCAATGACAATGAACCAAAATTCCTAGATGAACCTTATG 
AGGCCATTGTACCAGAGATGTCTCCAGAAGGAACATTAGTTATCCAGGTGACAGCAAGTGAT 
GCTGACGATCCCTCAAGTGGTAATAATGCTCGTCTCCTCTACAGCTTACTTCAAGGCCAGCC 
ATATTTTTCTGTTGAACCAACAACAGGAGTCATAAGAATATCTTCTAAAATGGATAGAGAAC 
TGCAAGATGAGTATTGGGTAATCATTCAAGCCAAGGACATGATTGGTCAGCCAGGAGCGTTG 
TCTGGAACAACAAGTGTATTAATTAAACTTTCAGATGTTAATGACAATAAGCCTATATTTAA 
AGAAAGTTTATACCGCTTGACTGTCTCTGAATCTGCACCCACTGGGACTTCTATAGGAACAA 
TCATGGCATATGATAATGACATAGGAGAGAATGCAGAAATGGATTACAGCATTGAAGAGGAT 
GATTCGCAAACATTTGACATTATTACTAATCATGAAACTCAAGAAGGAATAGTTATATTAAA 
AAAGAAAGTGGATTTTGAGCACCAGAACCACTACGGTATTAGAGCAAAAGTTAAAAACCATC 
ATGTTCCTGAGCAGCTCATGAAGTACCACACTGAGGCTTCCACCACTTTCATTAAGATCCAG 
GTGGAAGATGTTGATGAGCCTCCTCTTTTCCTCCTTCCATATTATGTATTTGAAGTTTTTGA 
AGAAACCCCACAGGGATCATTTGTAGGCGTGGTGTCTGCCACAGACCCAGACAATAGGAAAT 
CTCCTATCAGGTATTCTATTACTAGGAGCAAAGTGTTCAATATCAATGATAATGGTACAATC 
ACTACAAGTAACTCACTGGATCGTGAAATCAGTGCTTGGTACAACCTAAGTATTACAGCCAC 
AGT^AAAATACAATATAGAACAGATCTCTTCGATCCCACTGTATGTGCAAGTTCTTAACATCA 
ATGATCATGCTCCTGAGTTCTCTCAATACTATGAGACTTATGTTTGTGAAAATGCAGGCTCT 
GGTCAGGTAATTCAGACTATCAGTGCAGTGGATAGAGATGAATCCATAGAAGAGCACCATTT 
TTACTTTAATCTATCTGTAGAAGACACTAACAATTCAAGTTTTACAATCATAGATAATCAAG 
ATAACACAGCTGTCATTTTGACTAATAGAACTGGTTTTAACCTTCAAGAAGAACCTGTCTTC 
TACATCTCCATCTTAATTGCCGACAATGGAATCCCGTCACTTACAAGTACAAACACCCTTAC 
CATCCATGTCTGTGACTGTGGTGACAGTGGGAGCACACAGACCTGCCAGTACCAGGAGCTTG 
TGCTTTCCATGGGATTCAAGACAGAAGTTATCATTGCTATTCTCATTTGCATTATGATCATA 
TTTGGGTTTATTTTTTTGACTTTGGGTTTAAAACAACGGAGAAAACAGATTCTATTTCCTGA 
GAAAAGTGAAGATTTCAGAGAGAATATATTCCAATATGATGATGAAGGGGGTGGAGAAGAAG 
ATACAGAGGCCTTTGATATAGCAGAGCTGAGGAGTAGTACCATAATGCGGGAACGCAAGACT 
CGGAAAACCACAAGCGCTGAGATCAGGAGCCTATACAGGCAGTCTTTGCAAGTTGGCCCCGA 
CAGTGCCATATTCAGGAAATTCATTCTGGAAAAGCTCGAAGAAGCTAATACTGATCCGTGTG 
CCCCTCCTTTTGATTCCCTCCAGACCTACGCTTTTGAGGGAACAGGGTCATTAGCTGGATCC 
CTGAGCTCCTTAGAATCAGCAGTCTCTGATCAGGATGAAAGCTATGATTACCTTAATGAGTT 
GGGACCTCGCTTTAAAAGATTAGCATGCATGTTTGGTTCTGCAGTGCAGTCAAATAA TTAGG 
GCTTTTTACCATCAAAATTTTTAAAAGTGCTAATGTGTATTCGAACCCAATGGTAGTCTTAA 
AGAGTTTTGTGCCCTGGCTCTATGGCGGGGAAAGCCCTAGTCTATGGAGTTTTCTGATTTCC 
CTGGAGTAAATACTCCATGGTTATTTTAAGCTACCTACATGCTGTCATTGAACAGAGATGTG 
GGGAGAAATGTAAACAATCAGCTCACAGGCATCAATACAACCAGATTTGAAGTAAAATAATG 
TAGGAAGATATTAAAAGTAGATGAGAGGACACAAGATGTAGTCGATCCTTATGCGATTATAT 
CATTATTTACTTAGGAAAGAGTAAAAATACCAAACGAGAAAATTTAAAGGAGCAAAAATTTG 
CAAGTCAAATAGAAATGTACAAATCGAGATAACATTTACATTTCTATCATATTGACATGAAA 
ATTGAAAATGTATAGTCAGAGAAATTTTCATGAATTATTCCATGAAGTATTGTTTCCTTTAT 
TTAAA 
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></usr/ seqdb2/ sst/DNA/Dnaseqs .min/ss .DNA53906 
xsubunit 1 of 1, 772 aa, 1 stop 
><MW: 87002, pi: 4,64, NX(S/T): 8 
MNCYLLLRFMLGIPLLWPCLGATENSQTKK^ 

IGQLRSDLDNGNNSFQYKLLGAGAGSTFIIDERTGDIYAIQKLDREERSLYILRAQVIDIAT 
GRAVEPESEFVIKVSDINDNEPKFLDEPYEAIVPEMSPEGTLVIQVTASDADDPSSGNNARL 
LYSLLQGQPYFS VEPTTGVIRI SSKMDRELQDEYWVI IQAKDMIGQPGALSGTTS VL I KLSD 
VNDNKPIFKESLYRLTVSESAPTGTSIGTIMAYDNDIGENAEMDYSIEEDDSQTFDIITNHE 
TQEGIVILKKKVDFEHQNHYGIRAKVXNHHVPEQLMKYHTEASTT^ 

PYYVFE VFEETPQGS FVGWS ATDPDNRKS P IRYS I TRS KVFNINDNGT I TTSNS LDRE I S A 
WYNLS ITATEKYNIEQISS I PLYVQVLNINDHAPEFSQYYETYVCENAGSGQVIQTI SAVDR 
DESIEEHHFYFNLSVEDTNNSSFTIIDNQDNTAVILTNRTGFNLQEEPVFYISILIADNGIP 
SLTSTNTLTIHVCDCGDSGSTQTCQYQELVLSMGFKTEVI IAILICIMI IFGFIFLTLGLKQ 
RRKQILFPEKSEDFRENIFQYDDEGGGEEDTEAFDIAELRSSTIMRERKTRKTTSAEIRSLY 
RQSLQVGPDSAIFRKFILEKLEEANTDPCAPPFDSLQTYAFEGTGSLAGSLSSLESAVSDQD 
ESYDYLNELGPRFKRLACMFGSAVQSNN 

Important features : 
Signal peptide: 

amino acids 1-21 

Transmembrane domain: 

amino. acids 597-617 

N-glycosylation sites. 

amino acids 57-60, 74-77, 419-423, 437-440, 508-511, 515-518, 
516-519 and 534-537 

Cadherins extracellular repeated domain signature. 

amino acids 136-146 and 244-254 
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ATTTCAAGGCCAGCGATATTTTTN^ 

AAATGGATAGAGAACTGCAAGATGAGTATTGGGTAATCATTCAAGCCAAGGACATGATTGGT 

CAGCCAGGAGCGTTGTNTGGAACAAGAAGTGTATTAATTAAACTTTCAGATGTTAATGACA 

TAAGCCTATATTTAAAGAAAGTTTATACCGCTTGACTGTNTNTGAATCTGCACCCACTGGGA 

NTTNTATAGGAACAATCATGGCATATGATAATGACT^TAGGAGAGAATGCAGAAATGGATTAC 

AGCATTGAAGAGGATGATTCGCAAACATTTGACATTATT 
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GCAACCTCAGCTTCTAGTATCCAGACTCCAGCGCCGCCCCGGGCGCGGACCCCAACCCCGAC 
CCAGAGCTTCTCCAGCGGCGGCGCAGCGAGCAGGGCTCCCCGCCTTAACTTCCTCCGCGGGG 
CCCAGCCACCTTCGGGAGTCCGGGTTGCCCACCTGCAAACTCTCCGCCTTCTGCACCTGCCA 
CCCCTGAGCCAGCGCGGGCCCCCGAGCGAGTCATGGCCAACGCGGGGCTGCAGCTGTTGGGC 
TTCATTCTCGCCTTCCTGGGATGGATCGGCGCCATCGTCAGCACTGCCCTGCCCCAGTGGAG 
GATTTACTCCTATGCCGGCGACAACATCGTGACCGCCCAGGCCATGTACGAGGGGCTGTGGA 
TGTCCTGCGTGTCGCAGAGCACCGGGCAGATCCAGTGCAAAGTCTTTGACTCCTTGCTGAAT 
CTGAGCAGCACATTGCAAGCAACCCGTGCCTTGATGGTGGTTGGCATCCTCCTGGGAGTGAT 
AGCAATCTTTGTGGCCACCGTTGGCATGAAGTGTATGAAGTGCTTGGAAGACGATGAGGTGC 
AGAAGATGAGGATGGCTGTCATTGGGGGTGCGATATTTCTTCTTGCAGGTCTGGCTATTTTA 
GTTGCCACAGCATGGTATGGCAATAGAATCGTTCAAGAATTCTATGACCCTATGACCCCAGT 
CAATGCCAGGTACGAATTTGGTCAGGCTCTCTTCACTGGCTGGGCTGCTGCTTCTCTCTGCC 
TTCTGGGAGGTGCCCTACTTTGCTGTTCCTGTCCCCGAAAAACAACCTCTTACCCAACACCA 
AGGCCCTATCCAAAACCTGCACCTTCCAGCGGGAAAGACTACGT GTGA CACAGAGGCAAAAG 
GAGAAAATCATGTTGAAACAAACCGAAAATGGACAT 

CTTAGAATTTTGGGTATTGTAATCTGAAGTATGGTATTACAAAACAAACAAACAAACAAAAA 
ACCCATGTGTTAAAATACTCAGTGCTAAACATGGCTTAATCTTATTTTATCTTCTTTCCTCA 
ATATAGGAGGGAAGATTTTTCCATTTGTATTACTGCTTCCCATTGAGTAATCATACTCAT^AT 
GGGGGAAGGGGTGCTCCTTAAATATATATAGATATGTATATATACATGTTTTTCTATTAAAA 
ATAGACAGTAAAATACTATTCTCATTATGTTGATACTAGCATACTTAAAATATCTCTAAAAT 
AGGTAAATGTATTTAATTCCATATTGATGAAGATGTTTATTGGTATATTTTCTTTTTCGTCC 
TTATATACATATGTAACAGTCAAATATCATTTACTCTTCTTCATTAGCTTTGGGTGCCTTTG 
CCACAAGACCTAGCCTAATTTACCAAGGATGAATTCTTTCAATTCTTCATGCGTGCCCTTTT 
CATATACTTATTTTATTTTTTACCATAATCTTATAGCACTTGCATCGTTATTAAGCCCTTAT 
TTGTTTTGTGTTTCATTGGTCTCTATCTCCTGAATCTAACACATTTCATAGCCTACATTTTA 
GTTTCTAAAGCCAAGAAGAATTTATTACAAATCAGAACTTTGGAGGCAAATCTTTCTGCATG 
ACCAT^AGTGATAAATTCCTGTTGACCTTCCCACACAATCCCTGTACTCTGACCCATAGCACT 
CTTGTTTGCTTTGAAAATATTTGTCCAATTGAGTAGCTGCATGCTGTTCCCCCAGGTGTTGT 
AACACAACTTTATTGATTGAATTTTTAAGCTACTTATTCATAGTTTTATATCCCCCTAAACT 
ACCTTTTTGTTCCCCATTCCTTAATTGTATTGTTTTCCCAAGTGTAATTATCATGCGTTTTA 
TATCTTCCTAATAAGGTGTGGTCTGTTTGTCTGAACAAAGTGCTAGACTTTCTGGAGTGATA 
ATCTGGTGACAAATATTCTCTCTGTAGCTGTAAGCAAGTCACTTAATCTTTCTACCTCTTTT 
TTCTATCTGCCAAATTGAGATAATGATACTTAACCAGTTAGAAGAGGTAGTGTGAATATTAA 
TTAGTTTATATTACTCTTATTCTTTGAACATGAACTATGCCTATGTAGTGTCTTTATTTGCT 
CAGCTGGCTGAGACACTGAAGAAGTCACTGAACAAAACCTACACACGTACCTTCATGTGATT 
CACTGCCTTCCTCTCTCTACCAGTCTATTTCCACTGAACAAAACCTACACACATACCTTCAT 
GTGGTTCAGTGCCTTCCTCTCTCTACCAGTCTATTTCCACTGAAC?^AAACCTACGCACATAC 
CTTCATGTGGCTCAGTGCCTTCCTCTCTCTACCAGTCTATTTCCATTCTTTCAGCTGTGTCT 
GACATGTTTGTGCTCTGTTCCA.TTTTAACAACTGCTCTTACTTTTCCAGTCTGTACAGAATG 
CTATTTCACTTGAGCAAGATGATGTAATGGAAAGGGTGTTGGCACTGGTGTCTGGAGACCTG 
GATTTGAGTCTTGGTGCTATCAATCACCGTCTGTGTTTGAGCAAGGCATTTGGCTGCTGTAA 
GCTTATTGCTTCATCTGTAAGCGGTGGTTTGTAATTCCTGATCTTCCCACCTCACAGTGATG 
TTGTGGGGATCCAGTGAGATAGAATACATGTAAGTGTGGTTTTGTAATTTAAAAAGTGCTAT 
ACTAAGGGAAAGAATTGAGGAATTAACTGCATACGTTTTGGTGTTGCTTTTCAAATGTTTGA 
AAATAAAAAAAATGTTAAG 
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></usr/seqdb2/sst/DNA/Dnaseqs . min/ss . DNA52185 
xsubunit 1 of 1, 211 aa, 1 stop 
><MW: 22744, pi: 8.51, NX(S/T): 1 
MANAGLQLLGFILAFLGWIGAIVSTALPQWRI^ 
QCKVFDSLLNLSSTLQATRALMVVGILLGVIAIFV^ 

IFLLAGI^ILVATAWYGNRIVQEFYDPMTPVNARYEFGQALFTGWAAASIjCLLGGALLCCSC 
PRKTTSYPTPRPYPKPAPSSGKDYV 

Important features : 
Signal peptide: 

amino acids 1-21 

Transmembrane domains : 

amino acids 82-102, 118-142 and 161-187 

N-glycosylation site. 

amino acids 72-75 

PMP-22 / EMP / MP20 family proteins 

amino acids 70-111 

ABC- 2 type transport system integral membrane protein 

amino acids 119-133 




FIGURE 99 

TTCTGGCCAAACCCGGGGCTNCAGCTGTTGGGCTTCATCTCGCCTTCCTGGGATGGATCGGC 
GCCATCNTCACACTGCCCTTCCCCAGTGGAGGATTTTACTCCCTATGCTGGCGACAACATCG 
TGACCGCCCAGCCCATGTACGAGGGGCTGTGGATGTCCNGCGTGTCGCAGAGCACCGGGCAG 
ATCCAGTGCAAAGTCTTTGACTCCTTGCTGAATCTGAGC^ 

CTTGATGGTGGTTGGCATCCTCCTGGGAGTGATAGCAATCTTTGTGGCCACCGTTGGCATGA 
AGTGTATGAAGTGCTTGGAAGACGATGAGGTGCAGAAGATGAGGATGGCTGTCATTGGGGGC 
GCGATATTTCTTCTTGCAGGTCTGGCTATTTTAGTTGCCACAGCATGGTATGGCAATAGAAN 
CNTTCAACANTTCTATGACCCTATGACCCCAGTCAATGCCAGGTACGAATTTGGTCA 
GGCTCTCTTCACTGGCTGGGCTGCTGCTTCTCTCTGCCTTCTGGGAGGTGCCCTACTTTGCT 
GTTCCTGTCCC 
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ACCCTTGACCCAACGCGGCCCCCCGACCGNTTCATGGCCAAACGCGGGNCTCCAGCTGTTGG 
GCTTCATTCTCCCCTTCCTGGGATGGACCGGCGC^ 

GAGGATTTACTCCTATNCCGGCNACAACATCGTGACCGCCCAGGCCNTGTACGAGGGGCTGT 
GGATGTCCTGCGTGTCGCAGAGCACCGGGCAGATCCAGTGCAAAGTCTTTGACTCCCTTGCT 
GAATCTGAGCAGCACATTGCAAGCAACCCGTGCCTTGATGGTGGTTGGCATCCTCCTGGGAG 
TGATAGCAATCTTNNTGGCCACCGTTGTNNNTGAAGTGTATGAAGTGCTTGGAAGACGATGA 
GGTGCAGAAGATGAGGATGGCTGTCATTGGGGGCGCGATATTTCTTCTTGCAGGTCTGGCTA 
TTTTAGTTGCCACAGCATGGTATGGCAATAGAATCGTTCAA 



FIGURE 101 



GGGCCCGACCATTATCCAACCGGGNTCACTGTTGGCTCATCTCCCTCCTGGATGAANCGCGC 
CATCNTCAGACTCCCTGCCCCA.TGGAGATTTNNCCTATGCTGGCGACAACATCNTGACCCCC 
AGCCATGTACGAGGGGCTTTGAACGTCNGCGTGTCGCAGANCACCGGGCAGATCCAGTGCAA 
AGTCTTTGACTCCTTGCTGAATCTGNGCAGCACATTGCAGCAACCCNTGCCCTGATGGTGGT 
TGGCATCCTCCTGGGAGTGATAGCAATCTTTGTGGCCACCGTTGGCATGAAGTGTATGAAGT 
GCTTGGAAGACGATGAGGTGCAGAAGATGAGGATGGCTGTCATTGGGGGCGCGATATTTCTT 
CTTGCAGGTCTGGCTATTTNNNGTTGCCACAGCATGGTATGGCAATAGAATCGTTCAAGAAT 
TCTATGACCCTATGACCCCAGTCAATGCCAGGTACGAATTTGGTCAGGCTCTCTTCACTGGC 
TGGGCTGCTGCTTCTCTCTGCCTTCTGGGAGGTGCCCTACTTTGCTGTTCCTGCGA 



• 4 

FIGURE 102 

ATTCTCCCCTCCTGGATGGATCGCNCCACCGTCAC^TTGCCTTCCCCCZ^NTGGAGGATTNAC 
TCCTATGCTGGCGACAACATCGTGACCCCCCAGGCCATTTACCGAGGGGCTTTGGATGTCNT 
GCNTGTCGCAGAGCACCGGGCAGATCCCAGTGCAAAGTCTTTGACTCCTTGCTGAATCTGAG 
CAGCACATTGCAAGCAACCCGTGCCTTGATGGGGTTGGCATCCTCCTGGGAGTGATAGCAAC 
CTTTGTGGCCACCGTTGGCATGAAGTGTATGAAGTGCTTGGAAGACGATGAGGTGCCAGAAG 
ATGAGGATGGCTGTCATTGGGGGCGCGATATTTCTTGTTGCAGGTCTGGCTATTTTAGTNGC 
CACAGCATGGTATGGCAATAGANTNNTTCNNGNNNTCTATGACCCTATGACCCCAGTCAATG 
CCAGGTACGAATTTGGTCAGGCTCTCTTCACTGGCTGGGCTGCTGCTTCTCTCTGCCTTCTG 
GGAGGTGCCCTACTTTGCTGTTCCTGTCCC 



FIGURE 103 



AGAGCACCGGCAGATCCCAGTNCAAAGTCTTTGACCCTTGCTGAATCTGAGCAGCACATTNC 
AAGCAACCCCTTGCCTTGAAGGTGGTTGNCATCCCCCCTGGGAGTGAATAGCAATCTTTGTG 
GCCACCGTTGGCATGAAGTNTATGAAGTGCTTGGAAGACGATGAGGTGCAGAAGATGAGGAT 
GGCTGTCATTC^GGGCGCGATATTTCTTCTTGCAGGTCTGGCTATTTTAGTNNCCACAGCAT 
GGTATGGCAATAGNATNNTTCGNGGNTTCTATGACCCTATGACCCCT^GTCIAATGCCAGGTAC 
GAATTTGGTCAGGCTCTCTTCACTGGCTGGGCTGCTGCTTCTCTCTGCCTTCTGGGAGGTGC 
CCTACTTTGCTGTTCCTGTCCCCGAA 



FIGURE 104 



AGCAATGCCCTGCCCCCAGTGGAGGATTAATTCCTATGNTGGGGACAACATTGTGACNGCCC 
AGGCCATGTACGGGGGGCTGTGGATGTCCTGCGTGTCGCAGAGCACCGGGCAGATCCAGTGC 
AAAGTNTTTGACTCCTTGCTGAATTTGAGCAGCACATTGCAAGCAACCCGTGCCTTGATGGT 
GGTTGGCATCTTCCTGGGAGTGATAGCAATCTTTGTGGCCACCGTGGNAATGAAGTGTATGA 
AGTGCTTGGAAGACGATGAGGTGCAGAAGATGAGGATGGCTGTCATTGGGGGCGCGATATTT 
CTTNTTGCAGGTCTGGCTATTTTAGTTGCCACAGCATGGTATGGCAATAGAATNGTTCAAGA 
ATTTTATGACCCTATGACCCCAGTCAATGCC^GGTACGAATTTGGTCAGGCTTTNTTCACTG 
GCTGGGCTGCTGCTTNTTTCTGCCTTNTGGGAGGTGCCCTANTTTGCTGTTCCTGCGAACC 



FIGURE 105 



TCATAGGGGGGCGCGATATTTTTTCTTGCAGGTNTGGTTATTTTAGTTGCCACAGCATGGTA 
TGGCAATAGAATCGTTGAAGAATTNTATGACCCTATGACCCCAGTCAATGCCAG 
TTGGTCAGGCTCTNTTCACTGGNTGGGCTGCTGCTTCTNTNNGCCTTNTGGGAGGTGCCCTA 
CTTTGCTGTTCCTG 



FIGURE 106 



TTCCTGGGATGGATCCGCCCCCATCNTCACATGCCCTGCCCCNTGGAGATTTACNCCTATGC 
TGGCGAACAACATCNTGACCGCCCAGGCCATGTACGAGGGGCTGTGGAATGTCCTGCGTGTC 
CCAGAGCACCGGGCAGATCCAGTGCAAAGTCTTTGACTCCTTGCTGAATCTGAGCAGCACAT 
TGCAAGCAACCNTGCCTTGATGGTGGTTGGCATCCTCCTGGGAGTGATAGCAATCTTTGTGG 
CCACCGTTGGCATGAAAGTGTATGAAGTGCTTGGAAGACGATGAGGTGCAGAAGATGAGGAT 
GGCTGTCATTGGGGGCGCGATATTTCTTCTTGCAGGTCTGGCTATTTTAGNNGCCACAGCAT 
GGTATGGCAATCAGACCCNNTCANAAACTCTATGACCCTATGACCCCAGTCAATGCCAGGTA 
CGAATTTGGTCAGGCTCTCTTCACTGGCTGGGCTGCTGCTTCTCTCTGCCTTCTGGGAGGTG 
CCCTACTTTGCTGTTCCTGTCCCCGAAAAACAACCTCTTACCCACG 



FIGURE 107 

CGGGGCTGCAGCTGTTGGGCTTC^TCTCGCTTCCTGGGATGGAATCGGCGCCATCGTC^GCA 
CTGCCCTGCCCCATGGAGGATTTACTCNTATGCTGGCGACAACATCGTGACCNCCCAGGCCA 
TGTACGAGGGGCTGTGGATGTCNGCGTGTCGCAGAGCACCGGGCAGATCCAGTGCAAAGTCT 
TTGACTCCTTGCTGAATCTGAGCAGCACATTGCAAGCAACCNTGCCTTGATGGTGGTTGGCA 
TCCTCCTGGGAGTGATAGCAATCTTTGTGGCCACCGTTGGCATGAAGTGTATGAAGTGCTTG 
GAAGACGATGAGGTGCAGAAGATGAGGATGGCTGTCATTGGGGGCGCGATATTTCTTCTTGC 
AGGTCTGGCTATTTNTAGTTGCCACAGCATGGTATGGCAATAGAATCGTTCAAGAATTCTAT 
GACCCTATGACCCCAGTCAATGCCAGGTACGAATTTGGTCAGGCTCTCTTCACTGGCTGGGC 
TGCTGCTTCTCTCTGCCTTCTGGGAGGTGCCCTACTTTGCTGTTCCTGCGAA 



FIGURE 108 



GCGTGCCGTCAGCTCGCCGGGCACCGCGGCCTCGCCCTCGCCCTCCGCCCCTGCGCCTGCAC 
CGCGTAGACCGACCCCCCCCTCCAGCGCGCCCACCCGGTAGAGGACCCCCGCCCGTGCCCCG 
ACCGGTCCCCGCCTTTTTGTAAAACTTAAAGCGGGCGCAGCATTAACGCTTCCCGCCCCGGT 
GACCTCTCAGGGGTCTCCCCGCCAAAGGTGCTCCGCCGCTAAGGAACATGGCGAAGGTGGAG 
CAGGTCCTGAGCCTCGAGCCGCAGCACGAGCTCAAATTCCGAGGTCCCTTCACCGATGTTGT 
CACCACCAACCTAAAGCTTGGCAACCCGACAGACCGAAATGTGTGTTTTAAGGTGAAGACTA 
CAGCACCACGTAGGTACTGTGTGAGGCCCAACAGCGGAATCATCGATGCAGGGGCCTCAATT 
AATGTATCTGTGATGTTACAGCCTTTCGATTATGATCCCAATGAGAAAAGTAAACACAAGTT 
TATGGTTCAGTCTATGTTTGCTCCAACTGACACTTCAGATATGGAAGCAGTATGGAAGGAGG 
CAAAACCGGAAGACCTTATGGATTCAAAACTTAGATGTGTGTTTGAATTGCCAGCAGAGAAT 
GATAAACCACATGATGTAGAAATAAATAAAATTATATCCACAACTGCATCAAAGACAGAAAC 
ACCAATAGTGTCTAAGTCTCTGAGTTCTTCTTTGGATGACACCGAAGTTAAGAAGGTTATGG 
AAGAATGTAAGAGGCTGCAAGGTGAAGTTCAGAGGCTACGGGAGGAGAACAAGCAGTTCAAG 
GAAGAAGATGGACTGCGGATGAGGAAGACAGTGCAGAGCAACAGCCCCATTTCAGCATTAGC 
CCCAACTGGGAAGGAAGAAGGCCTTAGCACCCGGCTCTTGGCTCTGGTGGTTTTGTTCTTTA 
TCGTTGGTGTAATTATTGGGAAGATTGCCTT GTAGA GGTAGCATGCACAGGATGGTAAATTG 
GATTGGTGGATCCACCATATCATGGGATTTAAATTTATCATAACCATGTGTAAAAAGAAATT 
AATGTATGATGACATCTCACAGGTCTTGCCTTTAAATTACCCCTCCCTGCACACACATACAC 
AGATACACACACACAAATATAATGTAACGATCTTTTAGAAAGTTAAAAATGTATAGTAACTG 
ATTGAGGGGGAAAAAGAATGATCTTTATTAATGACAAGGGAAACCATGAGTAATGCCACAAT 
GGCATATTGTAAATGTCATTTTAAACATTGGTAGGCCTTGGTACATGATGCTGGATTACCTC 
TCTTAAAATGACACCCTTCCTCGCCTGTTGGTGCTGGCCCTTGGGGAGGTGGAGCCCAGCAT 
GCTGGGGAGTGCGGTCAGCTCCACACAGTAGTCCCCACGTGGCCCACTCCCGGCCCAGGCTG 
CTTTCCGTGTCTTCAGTTCTGTCCAAGCCATCAGCTCCTTGGGACTGATGAACAGAGTCAGA 
AGCCGAAAGGAATTGCACTGTGGCAGCATCAGACGTACTCGTCATAAGTGAGAGGCGTGTGT 
TGACTGATTGACCCAGCGCTTTGGAAATAAATGGCAGTGCTTTGTTCACTTAAAGGGACCAA 
GCTAAATTTGTATTGGTTCATGTAGTGAAGTCAAACTGTTATTCAGAGATGTTTAATGCATA 
TTTAACTTATTTAATGTATTTCATCTCATGTTTTCTTATTGTCACAAGAGTACAGTTAATGC 
TGCGTGCTGCTGAACTCTGTTGGGTGAACTGGTATTGCTGCTGGAGGGCTGTGGGCTCCTCT 
GTCTCTGGAGAGTCTGGTCATGTGGAGGTGGGGTTTATTGGGATGCTGGAGAAGAGCTGCCA 
GGAAGTGTTTTTTCTGGGTCAGTAAATAACAACTGTCATAGGGAGGGAAATTCTCAGTAGTG 
ACAGTCAACTCTAGGTTACCTTTTTTAATGAAGAGTAGTCAGTCTTCTAGATTGTTCTTATA 
CCACCTCTCAACCATTACTCACACTTCCAGCGCCCAGGTCCAAGTCTGAGCCTGACCTCCCC 
TTGGGGACCTAGCCTGGAGTCAGGACAAATGGATCGGGCTGCAGAGGGTTAGAAGCGAGGGC 
ACCAGCAGTTGTGGGTGGGGAGCAAGGGAAGAGAGAAACTCTTCAGCGAATCCTTCTAGTAC 
TAGTTGAGAGTTTGACTGTGAATTAATTTTATGCCATAAAAGACCAACCCAGTTCTGTTTGA 
CTATGTAGCATCTTGAAAAGAAAAATTATAATAAAGCCCCAAAATTAAGAAAA 
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</usr/seqdb2/sst/DNA/Dnaseqs .min/ss .DNA53977 
<subunit 1 of 1, 243 aa, 1 stop 
<MW: 27228, pi: 7.43, NX(S/T): 2 
MAKVEQVTiSLEPQHELKFRGPFTDVVTTNLK 

AGASINVSVMLQPFDYDPNEKSKHKFMVQSMFAPTDTSDMEAVWKEAKPEDLMDSKLRCVF 

LPAENDKPHDVEINKIISTTASKTETPIVSKSLSSSLDDTEVKKVMEECKRLQGEVQRLREE 

NKQFKEEDGLRMRKTVQSNSPISALAPTC^ 

Important features : 
Transmembrane domain: 

amino acids 224-239 

N-glycosylation site. 

amino acids 68-71 

N-myristoylation site. 

amino acids 59-64, 64-69 and 235-240 
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GTCAGTCTTCTAGATTGTCCTTATCCCACCTTTCAACCANTACTCACATTTCNAGCGCCCAG 
GTCCANGTCTGAGCCTGACTTCCCCTTGGGGACCTAGCCTGGAGTCAGGACAATGGNTCGGG 
CTGCAGAGGNTTAGAAGCGAGGGCACCAGCAGTTTTGGGTGGGGAGCAAGGGNNGAGAGAAA 
CTCTTCAGCGAATCCTTCTAGTACTAGTTGAGAGTTTGACTGTGAATTAATTTTATGCCATA 
AAAGACNAACCCAGTTCTGTTTGACTATGTAGCATCTTGAAAAGAAAAATTATAATAAAGCC 
CCAAAATTAAGAATTCTTTTGTCATTTTGTCACATTTGCTCTATGGGGGGAATTATTATTTT 
ATCATTTTTATTATTTTGCCATTGGAAGGTTAACTTTAAAATGAGC 
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TATTGTAAAGGCCATTTTAAACCATTGGTAGGCCTTGGTACATGATGCTGGATTACCTCCTT 
AAATGACACCNTTCCTCGCCTGTTGGTGCTGGCCNTTGGGGAGCTGGAGCCCCAGCATGCTG 
GGGAGTGCGGTCAGCTCCACACAGTAGTCCCC^ 

CCGTGTCTTCAGTTCTGTCCAAGCCATCAGCTCCTTGGGACTGATGAACAGAGTCAGAAGCC 
CAAAGGAATTGCCACTGTGGCAGCATCAGACGTACTCGTCATAAGTGAGAGGCGTGTGTTGA 
CTGATTGACCCAGCGCTTTGGAAATAAATGGCAGTGCTTTGTTCACTTAAAGGGACCAAGCT 
AAATTGTATTGGTTCATGTAGTGAAGTCAAACTGTTATTCAGAGATGTTTAATGCATATTTA 
ACTTATTTAATGTATTTCATCTCATGTTTTCTTATTGTCACAAGAGTACAGTTAATGCTGCG 
TGCTGCTGAACTCTGTTGGGTGAACTGGTATTGCTGCTGGAGGGCTG 
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CCCTGGTGGTTTTGTTCTTTAATTCGTTGGTGTAATTNTTGGGAAGATTGCTTGTAGAGGTA 
GNATGCACCNGGCTGGTAAATTGGATTGGTGGATCCACCATATCCATGGGATTTAAATTTAT 
CATAACCATGTGTAAAAAGAAATTAATGTATGATGAGATNTCACAGGTATTGCCTTTAAATT 
ACCCATCCCTGNANACAGATACACAGATACACANANACAAATNTAATGTAACGATNTTTTAG 
AAAGTTAAAAATGTATAGTAAC 
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GGTGGCCCATTCCCGGCCCAGGCTGCTTTCCGGTNTTCAGTTCTGTCCAAGCCATCAGCTCC 
TTGGGACTGATGAACAGAGTCAGAAGCCCAAAGGAATTGGACTGTGGCAGCATNAGACGTAC 
TTGTNATAAGTGAGAGGCGTGTGTTGACTGATTGACCCAGCGCTTTGGAAATAAATGGCAGT 
GCTTTGTTCANTTAAAGGGACCAAGCTAAATTTGTATTGGTTCATGTAGTGAAGTCAAACTG 
TTATTCAGAGATGTTTAATGCATATTTAANTTATTTAATGTATTTNATNTCATGTTTTCTTA 
TTGTCACAAGAGTACAGTTAATGCTGCGTGCTGCTGAANTNTGTTGGGTGAACTGGTATTGC 
TGCTGGAGGGCTGTGGGCTCCTCTGTCTTTGGAGAGTCTGGTCATGTGGAGGTGGG 
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TGCTTTCCGTGTCTTCAGTTCTGTCCAAGCCATCAGCTCCTTGGGACTTGATGAACAGAGTC 

AGAAGCCCAAAGGAATTGCACTGTGGCAGCATCAGACGTACTCGTCATAAGTGAGAGGCGTG 

TGTTGACTGATTGACCCAGCGCTTTGGAAATAAATGGCAGTGCTTTGTTCACTTAAAGGGAC 

CAAGCTAAATTTGTATTGGTTCATGTAGTGAAGTCAAACTGTTATTCAGAGATGTTTAATGC 

ATATTTAACTTATTTAATGTATTTCATCTCATGTTTTCTTATTGTCACAAGAGTACAGTTAA 
TGCTGCGTGC 
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AAACCTTTAAAAGTTGAGGGGAAAAGAATGATCCTTTATTAATGACAAGGGAAACCNTGNGT 
AATGCCACAATGGCATATTGTAAATGTCATTTTAAACATTGGTAGGCCTTGGTACATGATGC 
TGGATTACCTCTCTTAAAATGACACCCTTCCTCGCCTGTTGGTGCTGGCCCTTGGGGAGCTN 
GAGCCCAGCATGCTGGGGAGTGCGGTCTGCTCCACACAGTAGTCCCCANGTGGCCCANTCCC 
GGCCCAGGCTGCTTTCCGTGTCTTCAGTTCTGTCCAAGCCATCAGCTCCTTGGGANTGATGA 
ACAGAGTCAGAAGCCCAAAGGAATTGCANTGTGGCAGCATCAGANGTANTNGTCATAAGTGA 
GAGGCGTGTGTTGANTGATTGACCCAGCGCTTTGGAAATAAATGGCAGTGCTTTGTTCANTT 
AAAGGGNCCAAGNTAAATTTGTATTGGTTCATGTAGTGAAGTCAAANTGTTATTCAGAGATG 
TTTAATGCATATTTAANTTATTTAATGTATTTCATNTCATGTTTTCTTATTGTCACT^AGGGT 
ACAGTTAATGCTGCGTGCTGCTGAANTCTGTTGGGTGAANTGGTATTGCTG 
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GGCCCTTGGGGAGCTGGAGCCCAGCATGCTGGGGAGTGCGGTCAGCTCCACACAGTAGTCCC 
CACGTGGCCCACTCCCGGCCCAGGCTGCTTTCCGTGTCTTCAGTTCTGTCCAAGCCATCAGC 
TCCTTGGGACTGATGAACAGAGTCAGAAGCCGAAAGGAATTGCACTGTGGCAGCATCAGACG 
TACTCGTCATAAGTGAGAGGCGTGTGTTGACTGATTGACCCAGCGCTTTGGAAATAAATGGC 
AGTGCTTTGTTCACTTAAAGGGACCAAGCTAAATTTGTATTGGTTCATGTAGTGAAGTCAAA 
CTGTTATTCAGAGATGTTTAATGCATATTTAACTTATTTAATGTATTTCATCTCATGTTTTC 
TTATTGTCACAAGAGTACAGTTAATGCTGCGTGCTGCTGAACTCTGTTGGGTGAACTGGTAT 
TGCTGCTGGAGGGCTGTGGGCTCCTCTGTCTCTGGAGAGTCTGGTCATGTGGAGGTGGG 
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GCGAGCTCCGGGTGCTGTGGCCCGGCCTTGGCGGGGCGGCCTCCGGCTCAGGCTGGCTGAGA 
GGCTCCCAGCTGCAGCGTCCCCGCCCGCCTCCTCGGGAGCTCTGATCTCAGCTGACAGTGCC 
CTCGGGGACCAAACAAGCCTGGCAGGGTCTCACTTTGTTGCCCAGGCTGGAGTTCAGTGCCA 
TGATCATGGTTTACTGCAGCCTTGACCTCCTGGGTTCAAGCGATCCTGCTGAGTAGCTGGGA 
CTACAGGACAAAATTAGAAGATCAAAATGGAAAATATGCTGCTTTGGTTGATATTTTTCACC 
CCTGGGTGGACCCTCATTGATGGATCTGAAATGGAATGGGATTTTATGTGGCACTTGAGAAA 
GGTACCCCGGATTGTCAGTGAAAGGACTTTCCATCTCACCAGCCCCGCATTTGAGGCAGATG 
CTAAGATGATGGTAAATACAGTGTGTGGCATCGAATGCCAGAAAGAACTCCCAACTCCCAGC 
CTTTCTGAATTGGAGGATTATCTTTCCTATGAGACTGTCTTTGAGAATGGCACCCGAACCTT 
AACCAGGGTGAAAGTTCAAGATTTGGTTCTTGAGCCGACTCAAAATATCACCACAAAGGGAG 
TATCTGTTAGGAGAAAGAGACAGGTGTATGGCACCGACAGCAGGTTCAGCATCTTGGACAAA 
AGGTTCTTAACCAATTTCCCTTTCAGCACAGCTGTGAAGCTTTCCACGGGCTGTAGTGGCAT 
TCTCATTTCCCCTCAGCATGTTCTAACTGCTGCCCACTGTGTTCATGATGGAAAGGACTATG 
TCAAAGGGAGTAAAAAGCTAAGGGTAGGGTTGTTGAAGATGAGGAATAAAAGTGGAGGCAAG 
AAACGTCGAGGTTCTAAGAGGAGCAGGAGAGAAGCTAGTGGTGGTGACCAAAGAGAGGGTAC 
CAGAGAGCATCTGCAGGAGAGAGCGAAGGGTGGGAGAAGAAGAAAAAAATCTGGCCGGGGTC 
AGAGGATTGCCGAAGGGAGGCCTTCCTTTCAGTGGACCCGGGTCAAGAATACCCACATTCCG 
AAGGGCTGGGCACGAGGAGGCATGGGGGACGCTACCTTGGACTATGACTATGCTCTTCTGGA 
GCTGAAGCGTGCTCACAAAAAGAAATACATGGAACTTGGAATCAGCCCAACGATCAAGAAAA 
TGCCTGGTGGAATGATCCACTTCTCAGGATTTGATAACGATAGGGCTGATCAGTTGGTCTAT 
CGGTTTTGCAGTGTGTCCGACGAATCCAATGATCTCCTTTACCAATACTGCGATGCTGAGTC 
GGGCTCCACCGGTTCGGGGGTCTATCTGCGTCTGAAAGATCCAGACAAAAAGAATTGGAAGC 
GCAAAATCATTGCGGTCTACTCAGGGCACCAGTGGGTGGATGTCCACGGGGTTCAGAAGGAC 
TACAACGTTGCTGTTCGCATCACTCCCCTAAAATACGCCCAGATTTGCCTCTGGATTCACGG 
GAACGATGCCAATTGTGCTTACGGCTAACAGAGACCTGAAACAGGGCGGTGTATCATCTAAA 
TCACAGAGAAAACCAGCTCTGCTTACCGTAGTGAGATCACTTCATAGGTTATGCCTGGACTT 
GAACTCTGTCAATAGCATTTCAACATTTTTCAAAATCAGGAGATTTTCGTCCATTTAAAAAA 
TGTATAGGTGCAGATATTGAAACTAGGTGGGCACTTCAATGCCAAGTATATACTCTTCTTTA 
CATGGTGATGAGTTTCATTTGTAGAAAAATTTTGTTGCCTTCTTAAAAATTAGACACACTTT 
AAACCTTCAAACAGGTATTATAAATAACATGTGACTCCTTAATGGACTTATTCTCAGGGTCC 
TACTCTAAGAAGAATCTAATAGGATGCTGGTTGTGTATTAAATGTGAAATTGCATAGATAAA 
GGTAGATGGTAAAGCAATTAGTATCAGAATAGAGACAGAAAGTTACAACACAGTTTGTACTA 
CTCTGAGATGGATCCATTCAGCTCATGCCCTCAATGTTTATATTGTGTTATCTGTTGGGTCT 
GGGACATTTAGTTTAGTTTTTTTGAAGAATTACAAATCAGAAGAAAAAGCAAGCATTATAAA 
CAAAACTAATAACTGTTTTACTGCTTTAAGAAATAACAATTACAATGTGTATTATTTAAAAA 
TGGGAGAAATAGTTTGTTCTATGAAATAAACCTAGTTTAGAAATAGGGAAGCTGAGACATTT 
TAAGATCTCAAGTTTTTATTTAACTAATACTCAAAATATGGACTTTTCATGTATGCATAGGG 
AAGACACTTCACAAATTATGAATGATCATGTGTTGAAA 

TCTATGTATGAGGTGCTACATTTTTAGGACAAAGAATTCTGTAATCTTTTTCAAGAAAGAGT 
CTTTTTCTCCTTGACAAAATCCAGCTTTTGTATGAGGACTATAGGGTGAATTCTCTGATTAG 
TAATTTTAGATATGTCCTTTCCTAAAAATGAATAAAATTTATGAATATGA 
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</usr/seqdb2/sst/DNA/Dnaseqs .min/ss .DNA57253 
<subunit 1 of 1, 413 aa, 1 stop 
<MW: 47070, pi: 9.92, NX(S/T): 3 

MENMLLWLIFFTPGWTLIDGSEMEWDFMWHLRKVPRIVSERTFHLTSPAFEADAKMMVNTVC 
G I ECQKELPTPS LS ELEDYLSYETVFENGTRTLTRVKVQDLVLEPTQN I TTKGVS VRRKRQV 
YGTDSRFSILDKRFLTNFPFSTAVKIjSTGCSGILISPQHVLTAAHCVHDGKDYVKGSKKLRV 
GLLKMRNKSGGKKRRGSKRSRREASGGDQREGTREHLQERAKGGRRRKECSGRGQRIAEGRPS 
FQWTRVKNTHI PKGWARGGMGDATLDYDYALLELKRAHKKKYMELGISPTIKKM 
GFDNDRADQLVYRFCSVSDESNDLLYQYCDAESGSTGSGVYLRLKDPDKKNWKRKIIAVYSG 
HQWVDVHGVQKDYNVAVRITPLKYAQI CLWIHGISTOANCAYG 

Important features : 
Signal peptide: 

amino acids 1-16 

N-glycosylation sites. 

amino acids 90-93, 110-113 and 193-196 

Glycosaminoglycan attachment site. 

amino acids 236-239 

Serine proteases, trypsin family, histidine active site. 

amino acids 165-170 
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AATGTGAGAGGGGCTGATGGAAGCTGATAGGCAGGACTGGAGTGTTAGCACCAGTACTGGAT 
GTGAC^GCAGGCAGAGGAGCACTTAGC^GCTTATTCAGTGTCCGATTCTGATTCCGGCAAGG 
ATCCAAGC ATGG AATGCTGCCGTCGGGCAACTCCTGGCACACTGCTCCTCTTTCTGGCTTTC 
CTGCTCCTGAGTTCCAGGACCGCACGCTCCGAGGAGGACCGGGACGGCCTATGGGATGCCTG 
GGGCCCATGGAGTGAATGCTCACGCACCTGCGGGGGAGGGGCCTCCTACTCTCTGAGGCGCT 
GCCTGAGCAGCAAGAGCTGTGAAGGAAGAAATATCCGATACAGAACATGCAGTAATGTGGAC 
TGCCCACCAGAAGCAGGTGATTTCCGAGCTCAGCAATGCTCAGCTCATAATGATGTCAAGCA 
CCATGGCCAGTTTTATGAATGGCTTCCTGTGTCTAATGACCCTGACi\ACCCATGTTCACTCA 
AGTGCCAAGCCAAAGGAACAACCCTGGTTGTTGAACTAGCACCTAAGGTCTTAGATGGTACG 
CGTTGCTATACAGAATCTTTGGATATGTGCATCAGTGGTTTATGCCAAATTGTTGGCTGCGA 
TCACCAGCTGGGAAGCACCGTCAAGGAAGATAACTGTGGGGTCTGCAACGGAGATGGGTCCA 
CCTGCCGGCTGGTCCGAGGGCAGTATAAATCCCAGCTCTCCGCAACCAAATCGGATGATACT 
GTGGTTGCACTTCCCTATGGAAGTAGACATATTCGCCTTGTCTTAAAAGGTCCTGATCACTT 
ATATCTGGAAACCAAAACCCTCCAGGGGACTAAAGGTGAAAACAGTCTCAGCTCCACAGGAA 
CTTTCCTTGTGGACAATTCTAGTGTGGACTTCCAGAAATTTCCAGACAAAGAGATACTGAGA 
ATGGCTGGACCACTCACAGCAGATTTCATTGTCAAGATTCGTAACTCGGGCTCCGCTGACAG 
TACAGTCCAGTTCATCTTCTATCAACCCATCATCCACCGATGGAGGGAGACGGATTTCTTTC 
CTTGCTCAGCAACCTGTGGAGGAGGTTATCAGCTGACATCGGCTGAGTGCTACGATCTGAGG 
AGCAACCGTGTGGTTGCTGACCAATACTGTCACTATTACCCAGAGAACATCAAACCCAAACC 
CAAGCTTCAGGAGTGC^CTTGGATCCTTGTCC^^ 

CTTATGACCTCTACCATCCCCTTCCTCGGTGGGAGGCCACCCCATGGACCGCGTGCTCCTCC 
TCGTGTGGGGGGGGCATCCAGAGCCGGGCAGTTTCCTGTGTGGAGGAGGACATCCAGGGGCA 
TGTCACTTCAGTGGAAGAGTGGAAATGCATGTACACCCCTAAGATGCCCATCGCGCAGCCCT 
GCAACATTTTTGACTGCCCTAAATGGCTGGCACAGGAGTGGTCTCCGTGCACAGTGACATGT 
GGCCAGGGCCTCAGATACCGTGTGGTCCTCTGCATCGACCATCGAGGAATGCACACAGGAGG 
CTGTAGCCCAAAAACAAAGCCCCACATAAAAGAGGAATGCATCGTACCCACTCCCTGCTATA 
AACCCAAAGAGAAACTTCCAGTCGAGGCCAAGTTGCCATGGTTCAAACAAGCTCAAGAGCTA 
GAAGAAGGAGCTGCTGTGTCAGAGGAGCCCTC GTAAG TTGTAAAAGCACAGACTGTTCTATA 
TTTGAAACTGTTTTGTTTAAAGAAAGCAGTGTCTCACTGGTTGTAGCTTTCATGGGTTCTGA 
ACTAAGTGTAATCATCTCACCAAAGCTTTTTGGCTCTCAAATTAAAGATTGATTAGTTTCAA 
AAAAAAAAA 
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</usr/seqdb2/sst/DNA/Dnaseqs .min/ss . DNA58847 
<subunit 1 of 1, 525 aa, 1 stop 
<MW: 58416, pi: 6.62, NX(S/T): 1 

MECCRRATPGTLLLFLAFLLLSSRTARSEEDRDGLWDAWGPWSECSRTCGGGASYSLRRCLS 

SKSCEGRNIRYRTCSNVDCPPEAGDFRAQQCSAHNDVKHHGQFYEWLPVSNDPDNPCSLKCQ 

AKGTTLVVELAPKVLDGTRCYTESLDMCISGLCQIVGCDHQLGSTVKEDNCGVC^GDGSTCR 

LVRGQYKSQLSATKSDDTWALPYGSRHIRLVLKGPDHLYLETKTLQGTKGENSLSSTGTFL 

VDNSSVDFQKFPDKEILRMAGPLTADFIVKIRNSGSADSTVQFIFYQPIIHRWRETDFFPCS 

ATCGGGYQLTSAECYDLRSNRVVADQYCHYYPENIKPKPKLQECNLDPCPASDGYKQIMPYD 

LYHPLPRWEATPWTACSSSCGGGIQSRAVSCV^EDIQGHVTSVEEWKCMYTPKMPIAQPC^ 

FDCPKWLAQEWSPCTWCGQGLRYRWLCIDHR^ 

EKLPVEAKLPWFKQAQELEEGAAVSEEPS 

Important features: 
Signal peptide: 

amino acids 1-25 

N-glycosylation site. 

amino acids 251-254 

Thrombospondin 1 

amino acids 385-399 

von Willebrand factor type C domain proteins 

amino acids 385-399, 445-459 and 42-56 
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CGGACGCGTGGGCGGCGGCTGCGGAACTCCCGTGGAGGGGCCGGTGGGCCCTCGGGCCTGAC 
AGATGGCAGTGGCCACTGCGGCGGCAGTACTGGCCGCTCTGGGCGGGGCGCTGTGGCTGGCG 
GCCCGCCGGTTCGTGGGGCCCAGGGTCCAGCGGCTGCGCAGAGGCGGGGACCCCGGCCTCAT 
GCACGGGAAGACTGTGCTGATCACCGGGGCGAACAGCGGCCTGGGCCGCGCCACGGCCGCCG 
AGCTACTGCGCCTGGGAGCGCGGGTGATCATGGGCTGCCGGGACCGCGCGCGCGCCGAGGAG 
GCGGCGGGTCAGCTCCGCCGCGAGCTCCGCCAGGCCGCGGAGTGCGGCCCAGAGCCTGGCGT 
CAGCGGGGTGGGCGAGCTCATAGTCCGGGAGCTGGACCTCGCCTCGCTGCGCTCGGTGCGCG 
CCTTCTGCCAGGAAATGCTCCAGGAAGAGCCTAGGCTGGATGTCTTGATCAATAACGCAGGG 
ATCTTCCAGTGCCCTTACATGAAGACTGAAGATGGGTTTGAGATGCAGTTCGGAGTGAACCA 
TCTGGGGCACTTTCTACTCACCAATCTTCTCCTTGGACTCCTCAAAAGTTCAGCTCCCAGCA 
GGATTGTGGTAGTTTCTTCCAAACTTTATAAATACGGAGACATCAATTTTGATGACTTGAAC 
AGTGAACAAAGCTATAATAAAAGCTTTTGTTATAGCCGGAGCAAACTGGCTAACATTCTTTT 
TACCAGGGAACTAGCCCGCCGCTTAGAAGGCACAAATGTCACCGTCAATGTGTTGCATCCTG 
GTATTGTACGGACAAATCTGGGGAGGCACATACACATTCCACTGTTGGTCAAACCACTCTTC 
AATTTGGTGTCATGGGCTTTTTTCAAAACTCCAGTAGAAGGTGCCCAGACTTCCATTTATTT 
GGCCTCTTCACCTGAGGTAGAAGGAGTGTCAGGAAGATACTTTGGGGATTGTAAAGAGGAAG 
AACTGTTGCCCAAAGCTATGGATGAATCTGTTGCAAGAAAACTCTGGGATATCAGTGAAGTG 
ATGGTTGGCCTGCTAAAATAGGAACAAGGAGTAAAAGAGCTGTTTATAAAACTGCATATCAG 
TTATATCTGTGATCAGGAATGGTGTGGATTGAGAACTTGTTACTTGAAGAAAAAGAATTTTG 
ATATTGGAATAGCCTGCTAAGAGGTACATGTGGGTATTTTGGAGTTACTGAAAAATTATTTT 
TGGGATAAGAGAATTTCAGCAAAGATGTTTTAAATATATATAGTAAGTATAATGAATAATAA 
GTACAATGAAAAATAC^U^TTATATTGTAAAATTATAACTGGGCAAGCATGGATGACATATTA 
ATATTTGTCAGAATTAAGTGACTCAAAGTGCTATCGAGAGGTTTTTCAAGTATCTTTGAGTT 
TCATGGCCAAAGTGTTAACTAGTTTTACTACAATGTTTGGTGTTTGTGTGGAAATTATCTGC 
CTGGTGTGTGCACACAAGTCTTACTTGGAATAAATTTACTGGTAC 
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</usr/seqdb2/sst/DNA/Dnaseqs.min/ss,DNA58747 
<subunit 1 of 1, 336 aa, 1 stop 
<MW: 36865, pi: 9.15, NX(S/T): 2 

MAVATAAAVLAAXjGGAL WIiAARRFVGPRVQRLRRGG I TGANSGLGRATAAE 

LLRLGARVIMGCRDRARAEEAAGQLRRELRQAAECGPEPGVSGVGELIWELDI^SLRSVRA 
FCQEMLQEEPRLDVLINNAGIFQCPYMKTEDGFEMQFGVNHLGHFLLTNLLLGLIiKSSAPSR 
IVWSSKLYKYGDINFDDLNSEQSYNKSFCYSRSKL^ 

IVRTNLGRHIHIPLLVKPLFNLVSWAFFKTPVEGAQTSIYIiASSPEVEGVSGRYFGDCKEEE 
LLPKAMDES VARKLWDI SEVMVGLLK 

Important features: 
Signal peptide: 

amino acids 1-21 

Short-chain alcohol dehydrogenase family protein 

amino acids 134-144, 44-56 and 239-248 

N-glycosylation site ♦ 

amino acids 212-215 and 239-242 




FIGURE 123 

GGGGATTGTAAAGAGGAAGNACTGTGCCCAAAGNTATGGATGAATCTGTTGCAAGAAAATTN 
TGGGATATCAGTGAAGTGATGGTTNGCCTGCTAAAATAGGAACAAGGAGTAAAAGAGCTGTT 
TATAAAACTGCATATCAGTTATATCTGTGATCAGGAATGGTGTGGATTGAGAACTTGTTACT 
TGAAGAAAAAGAATTTTGATATTGGAATAGCCTGNTAAGAGGNACATGTGGGTATTTTGGAG 
TTACTGAAAAATTATTTTTGGGATAAGAGAATTTCAGGAAAGATGTTTTAAATATATATAGT 
AAGTATAATGAATAATAAGTACAATGAAAAATACAATTATATTGTAAAATTATAACTGGGCA 
AGCATGGATGAGATATTAATATTTGTCAGAATTAAGTGACTCAAAGTGCTATCGAGAGGTTT 
TTCAAGTATCTTTGAGTTTCATGGCCAAAGTGTTAACTAGTTTTACTACAATGTTTGGTGTT 
TGTGTGGAAATTATCTGCCTGGCTT 
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GAGAGGACGAGGTGCCGCTGCCTGGAGAATCCTCCGCTGCCGTCGGCTCCCGGAGCCCAGCC 
CTTTCCTAACCC^ACCCAACCTAGCCCAGTCCCAGCCGCCAGCGCCTGTCCCTGTCACGGAC 
CCCAGCGTTACCATGCATCCTGCCGTCTTCCTATCCTTACCCGACCTCAGATGCTCCCTTCT 
GCTCCTGGTAACTTGGGTTTTTACTCCTGTAACAACTGAAATAACAAGTCTTGCTACAGAGA 
ATATAGATGAAATTTTAAACAATGCTGATGTTGCTTTAGTAAATTTTTATGCTGACTGGTGT 
CGTTTCAGTCAGATGTTGCATCG^TTTTTGAGGAAGCTTCCGATGTCATTAAGGAAGAATT 
TCCAAATGAAAATCAAGTAGTGTTTGCCAGAGTTGATTGTGATCAGCACTCTGACATAGCCC 
AGAGATACAGGATAAGCAAATACCCAACCCTCAAATTGTTTCGTAATGGGATGATGATGAAG 
AGAGAATACAGGGGTCAGCGATCAGTGAAAGCATTGGGAG^^ 

TGACCCCATTGAAGAAATTCGGGACTTAGCAGAAATCACCACTCTTGATCGGAGC^ 
ATATCATTGGATATTTTGAGCAAAAGGACTCGGACAACTATAGAGTTTTTGAACGAGTAGCG 
AATATTTTGCATGATGACTGTGCCTTTCTTTCTGCATTTGGGGATGTTTC^\AAACCGGAAAG 
ATATAGTGGCGACAAGATAATCTACAAACG^^ 

TGGGAGCTATGACAAATTTTGATGTGACTTACAATTGGATTCAAGATAAATGTGTTCCTCTT 
GTCCGAGAAATAACATTTGAAAATGGAGAGGAATTGACAGAAGAAGGACTGCCTTTTCTCAT 
ACTCTTTCACATGAAAGAAGATACAGAAAGTTTAGAAATATTCCAGAATGAAGTAGCTCGGC 
AATTAATAAGTGAAAAAGGTACAATAAACTTTTTACATGCCGATTGTGACAAATTTAGAGAT 
CCTCTTCTGCACATACAGAAAACTCCAGCAGATTGTCCTGTAATCGCTATTGACAGCTTTAG 
GCATATGTATGTGTTTGGAGACTTCAAAGATGTATTAATTCCTGGAAAACTCAAGCAATTCG 
TATTTGACTTACATTCTGGAAAACTGCACAGAGAATTCCATCATGGACCTGACCCAACTGAT 
ACAGCCCGAGGAGAGCAAGCCCAAGATGTAGCAAGGAGTCCACCTGAGAGCTCCTTCCAGAA 
ACTAGCACCCAGTGAATATAGGTATACTCTATTGAGGGATCGAGATGAGCT TTAAA AACTTG 
AAAAACAGTTTGTAAGCCTTTCAACAGCAGCATG^^ 

TATTTTCATAATTCTATGTGTATTTTTATTTTGAATAAACAGAAAGAAATTTAAAAAAAAAA 
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA 
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< /usr/seqdb2 /ss t /DNA/Dnaseqs . min/s s . DNA5 7689 
<subunit 1 of 1, 406 aa, 1 stop 
<MW: 46927, pi: 5.21, NX(S/T): 0 

MHPAVFLS LPDLRCS LLLLVT WVFTPVTTE I TS LATENIDE I LNNADVALVNFYADWCRFSQ 

MLHPIFEEASDVIKEEFPNENQVVFARVDCDQHSDIAQRYRISKYPTLKLFRNGMl^KREyR 

GQRSVKALADYIRQQKSDPIQEIRDLAEITTLDRSKRNIIGYFEQKDSDNYRW 

DDCAFLSAFGDVSKPERYSGDNI IYKPPGHSAPDMVYLGAMTNFDVTYNWI QDKCVPLVRE I 

TFENGEELTEEGLPFLILFHMKEDTESLEIFQNEVARQLISEKGTINFLHADCDKFRHPLLH 

IQKTPADCPVIAIDSFRHMYVFGDFKDVLIPGKLKQFVFDLHSGKLHREFHHGPDPTDTAPG 

EQAQDVAS S PPE S S FQKLAPS E YRYTLLRDRDEL 

Important features: 
Signal peptide: 

amino acids 1-29 

Endoplasmic reticulum targeting sequence* 

amino acids 403-406 

Tyrosine kinase phosphorylation site* 

amino acids 203-211 

Thioredoxin family proteins 

amino acids 50-66 
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ATTAAGGAAGAATTTCC?^AATGAAAATCAA6TAGTNTTTGCCAGAGTNGATTGTGATCAGCA 
CTCTGACATAGCCCAGAGATACAGGATAAGCAAATACCCAACCCTCAAATTGTTTCGTAATG 
GGATGATGATGAAGAGAGAATACAGGGGTCAGCGATCAGTGAAAGCATTGGCAGATTA 
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AGAGGCCTCTCTGGAAGTTGTCCCGGGTGTTCGCCGCNGGAGCCCGGGTCGAGAGGACNAGG 
TGCCGCTGCCTGGAGAATCCTCCGCTGCCGTCGGCTCCCGGAGCCCAGCCCTTTCCTAACCC 
AACCC^^CCTAGCCONGTCCCAGCCGCCAGCGCCTGTCCCTGTCNCGGANCCCAGCGTNACC 
ATGCATCCTGCCGTCTTCCTATCCTTACCCGACCTCAGATGCTCCCTTCTGCTCCTGGTAAC 
TTGGGTTTTTACTCCTGTAACAACTGAAATAACNNGTCTTGATACNNAGAATATAGATGAAA 
TTTTAAACNATGCTGATGTGGCTTTAGTCAATTTTTATGCTGACTGGTGTCGTTTCAGTCAG 
ATGTGGCATCCAATTTTTGAGGANGCTTCCGATGTCATTAAGGAAGAATTTCCAAATGAAAA 
TCAAGTAGTGTTTGCCAGAGTTGATTGTGATCAGCACTCTGACATAGCCCAGAGATACAGGA 
TAAGCAAATACCCAACCCTCAAATTGTTTCGTAATGGGATGATGATGAAGAGAGAATACAGG 
GGTCAGCGATCAGTGAAAGCATTGGCAGATTACATCAGGC 
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GCCCACGCGTCCGATGGCGTTCACGTTCGCGGCCTTCTGCTACATGCTGGCGCTGCTGCTCA 
CTGCCGCGCTCATCTTCTTCGCCATTTGGCACATTATAGCATTTGATGAGCTGAAGACTGAT 
TACAAGAATCCTATAGACCAGTGTAATACCCTGAATCCCCTTGTACTCCCAGAGTACCTCAT 
CCACGCTTTCTTCTGTGTCATGTTTCTTTGTGCAGCAGAGTGGCTTACACTGGGTCTCAATA 
TGCCCCTCTTGGCATATCATATTTGGAGGTATATGAGTAGACCAGTGATGAGTGGCCCAGGA 
CTCTATGACCCTACAACCATCATGAATGCAGATATTCTAGCATATTGTCAGAAGGAAGGATG 
GTGCAAATTAGCTTTTTATCTTCTAGCATTTTTTTACTACCTATATGGCATGATCTATGTTT 
TGGTGAGCTCTTAGAACAACACACAGAAGAATTGGTCCAGTTAAGT 

CAAATGAAGGGATTCTATCCAGGAA.GATCCTGTCCAAGAGTAGCCTGTGGAATCTGATCAGT 
TACTTTAAAAAATGACTCCTTATTTTTTAAATGTTTCCACATTTTTGCTTGTGGAAAGACTG 
TTTTCATATGTTATACTCAGATAAAGATTTTAAATGGTATTACGTATAAATTAATATAAAAT 
GATTACCTCTGGTGTTGACAGGTTTGAACTTGCACTTCTTAAGGAACAGCCATAATCCTCTG 
AATGATGCATTAATTACTGACTGTCCTAGTACATTGGAAGCTTTTGTTTATAGGAACTTGTA 
GGGCTCATTTTGGTTTCATTGAAACAGTATCTAATTATAAATTAGCTGTAGATATCAGGTGC 
TTCTGATGAAGTGAAAATGTATATCTGACTAGTGGGAAACTTCATGGGTTTCCTCATCTGTC 
ATGTCGATGATTATATATGGATACATTTACAAAAATAAAAAGCGGGAATTTTCCCTTCGCTT 
GAATATTATCCCTGTATATTGCATGAATGAGAGATTTCCCATATTTCCATCAGAGTAATAAA 
TATACTTGCTTTAATTCTTAAGCATAAGTAAACATGATATAAAAATATATGCTGAATTACTT 
GTGAAGAATGCATTTAAAGCTATTTTAAATGTGTTTTTATTTGTAAGACATTACTTATTAAG 
AAATTGGTTATTATGCTTACTGTTCTAATCTGGTGGTAAAGGTATTCTTAAGAATTTGCAGG 
TACTACAGATTTTCAAAACTGAATGAGAGAAAATTGTATAACCATCCTGCTGTTCCTTTAGT 
GCAATACAATAAAACTCTGAAATTAAGACTC 



FIGURE 12 9 

</usr/seqdb2/sst/DNA/Dnaseqs .min/ss .DNA2333 0 
<subunit 1 of 1, 144 aa, 1 stop 
<MW: 16699, pi: 5.60, NX(S/T): 0 

MAFTFAAFCYMI^LLLTAALIFFAIWHIIAFDELKTDYKNPIDQCNTIjNPLVLPEYLIHAFF 

CVMFLCAAEWLTLGLNMPLLAYHIVniYMSRPVM 

F YLLAFF YYL YGM I YVLVS S 

Important features: 
Signal peptide: 

amino acids 1-20 

Type IX transmembrane domain: 

amino acids 11-31 

Other transmembrane domain: 

amino acids 57-77 and 123-143 



FIGURE 13 0 



ATTATAGCATTTGATGAGCTGAAGACTGATTACAAGATCCTATAGACCAGTGTAATACCCTG 

AATCCCCTTGTACTCCCAGAGTACCTCATCCACGCTTTCTTCTGTGTCATGTTTCTTTGTGC 

AGGAGAGTGGCTTACACTGGGTCTCAATATGCCCCTCTTGGGATATCATATTTGGAGGTAT 

TGAGTAGACCAGTGATGAGTGGCCCAGGACTCTATGACCCTACAACCATCATGAATGCAGAT 

ATTCTAGCATATTGTCAGAAGGAAGGATGGTGCAAATTAGCTTTTTATCTTCTAGCATTTTT 

TTACTACCTATATGGC^TGATCTATGTTTTGGTGAGCTCTTAGAACAACACACAGAAGAATT 

GGTCCAGTTAAGTGCATGCAAAAAGCCACCAAATGAAGGGATTCTATCCAGCAAGATCCTGT 

CCAAGAGTAGCCTGTGGAATCTGATCAGTTACTTTAAAAAATG 



FIGURE 131 



CGGACGCGTGGGGGAAACCCTTCCGAGAAAACAGCAAC^GCTGAGCTGCTGTGACAGAGGG 
GAACAA GATGG CGGCGCCGAAGGGGAGCCTCTGGGTGAGGACCCAACTGGGGCTCCCGCCGC 
TGCTGCTGCTGACCATGGCCTTGGCCGGAGGTTCGGGGACCGCTTCGGCTGAAGCATTTGAC 
TCGGTCTTGGGTGATACGGCGTCTTGCCACCGGGCCTGTCAGTTGACCTACCCCTTGCACAC 
CTACCCTAAGGAAGAGGAGTTGTACGCATGTCAGAGAGGTTGCAGGCTGTTTTCAATTTGTC 
AGTTTGTGGATGATGGAATTGACTTAAATCGAACTAAATTGGAATGTGAATCTGCATGTACA 
GAAGCATATTCCCAATCTGATGAGCAATATGCTTGCCATCTTGGTTGCCAGAATCAGCTGCC 
ATTCGCTGAACTGAGACAAGAACAACTTATGTCCCTGATGCCAAAAATGCACCTACTCTTTC 
CTCTAACTCTGGTGAGGTCATTCTGGAGTGACATGATGGACTCCGCACAGAGCTTCATAACC 
TCTTCATGGACTTTTTATCTTCAAGCCGATGACGGAAAAATAGTTATATTCCAGTCTAAGCC 
AGAAATCCAGTACGCACCACATTTGGAGCAGGAGCCTACAAATTTGAGAGAATCATCTCTAA 
GCAAAATGTCCTATCTGCAAATGAGAAATTCACAAGCGCACAGGAATTTTCTTGAAGATGGA 
GAAAGTGATGGCTTTTTAAGATGCCTCTCTCTTAACTCTGGGTGGATTTTAACTACAACTCT 
TGTCCTCTCGGTGATGGTATTGCTTTGGATTTGTTGTGCAACTGTTGCTACAGCTGTGGAGC 
AGTATGTTCCCTCTGAGAAGCTGAGTATCTATGGTGACTTGGAGTTTATGAATGAACAAAAG 
CTAAACAGATATCCAGCTTCTTCTCTTGTGGTTGTTAGATCTAAAACTGAAGATCATGAAGA 
AGCAGGGCCTCTACCTACAAAAGTGAATCTTGCTCATTCTGAAA TTTAA GCATTTTTCTTTT 
AAAAGACAAGTGTAATAGACATCTAAAATTCCACTCCTCATAGAGCTTTTAAAATGGTTTCA 
TTGGATATAGGCCTTAAGAAATCACTATAAAATGCAAATAAAGTTACTCAAATCTGTG 



FIGURE 132 



</usr/seqdb2/sst/DNA/Dnaseqs .min/ss .DNA26847 
<subunit 1 of 1, 323 aa, 1 stop 
<MW: 36223, pi: 5,06, NX(S/T); 1 

MAAPKGSLWVRTQLGLPPLLLLTMALAGGSGTASAEAFDSVLGDTASCHRACQLTYPLHTYP 
KEEELYACQRGCRLFSICQFVDDGIDLNRTKLECESACTEAYSQSDEQYACHLGCQNQLPFA 
ELRQEQLMSLMPKMHLLFPLTLVRS FWSDMMDS AQS F ITS S WTF YLQADDGKI VI FQS KPE I 
QYAPHLEQEPTNLRESSLSKMSYLQMRNSQAHRNFLEDGESDGFLRCLSLNSGWILTTTLVL 
S VMVLLWI CCATVATAVEQYVPSEKLS I YGDLE FMNEQKLNRYPASSLVVVRSKTEDHEEAG 
PLPTKVNIiAHSEI 

Important features: 
Signal peptide: 

amino acids 1-31 

Transmembrane domain : 

amino acids 241-260 

N-glycosylation site. 

amino acids 90-93 



FIGURE 133 



TTGGGTGATACGGCGTCTTGCCACCGGGCCTGTCAGTTGACCTACCCCTTGCACACCTACCC 
TAAGGAAGAGGAGTTGTACGCATGTCAGAGAGGTTGCAGGCTGTTTTCAATTTGTCAGTTTG 
TGGATGATGGAATTGACTTAAATCGAACTAAATTGGAATGTGAATCTGCATGTACAGAAGCA 
TATTCCCAATCTGATGAGCAATATGCTTGCCATCTTGGTTGCCAGAATCAGCTGCCATTCGC 
TGAACTGAGACAAGAACAACTTATGTCCCTGATGCCAAAAATGCACCTACTCTTTCCTCTAA 
CTCTGGTGAGGTCATTCTGGAGTGACATGATGGACTCCGC 



FIGURE 134 



CACACTGGCCGGATCTTTTAGAGTCCTTTGACCTTGACCZ^GGGTCNGGAAAACAGCAACAA 
GCTGAGCTGCTGTGACAGAGGGAACAAGATGGCGGCGCCGAAGGGAGCCTTTGGGTGAGGAC 
CCAACTGGGGCTCCCGCCGCTGCTGCTGCTGACCATGGCCTTGGCCGGAGGTTCGGGGACCG 
CTTCGGCTGAAGCATTTGACTCGGTCTTGGGTGATACGGCGTCTTGCCACCGGGCCTGTCAG 
TTGACCTACCCCTTGCACACCTACCCTAAGGAAGAGGAGTTGTACGCATGTCAGAGAGGTTG 
CAGGCTGTTTTCAATTTGTCAGTTTGTGGATGATGGAATTGACTTAAATCGAACTAAATTGG 
AATGTGAATCTGCATGTACAGAAGCATATTCCCAATCTGATGAGCAATATGCTTGCCATCTT 
GGTTGCCAGAATC^GCTGCCATTCGCTGAACTGAGACAAGAACAACTTATGTCCCTGATGCC 
AAAAATGCACCTACTCTTTCCTCTAACTCTGGTGAGGTCATTCTGGAGTGACATGATGGACT 
CCGC 



FIGURE 135 



GCGAGGTGGCGATCGCTGAGAGGCAGGAGGGCCGAGGCGGGCCTGGGAGGCGGCCCGGAGGT 
GGGGCGCCGCTGGGGCCGGCCCGCACGGGCTTCATCTGAGGGCGCACGGCCCGCGACCGAGC 
GTGCGGACTGGCCTCCCAAGCGTGGGGCGACAAGCTGCCGGAGCTGCAATGGGCCGCGGCTG 
GGGATTCTTGTTTGGCCTCCTGGGCGCCGTGTGGCTGCTCAGCTCGGGCCACGGAGAGGAGC 
AGCCCCCGGAGACAGCGGCACAGAGGTGCTTCTGCCAGGTTAGTGGTTACTTGGATGATTGT 
ACCTGTGATGTTGAAACCATTGATAGATTTAATAACTACAGGCTTTTCCCAAGACTACAAAA 
ACTTCTTGAAAGTGACTACTTTAGGTATTACAAGGTAAACCTGAAGAGGCCGTGTCCTTTCT 
GGAATGACATCAGCCAGTGTGGAAGAAGGGACTGTGCTGTCAAACCATGTCAATCTGATGAA 
GTTCCTGATGGAATTAAATCTGCGAGCTACAAGTATTCTGAAGAAGCCAATAATCTCATTGA 
AGAATGTGAACAAGCTGAACGACTTGGAGCAGTGGATGAATCTCTGAGTGAGGAAACACAGA 
AGGCTGTTCTTCAGTGGACCAAGCATGATGATTCTTCAGATAACTTCTGTGAAGCTGATGAC 
ATTCAGTCCCCTGAAGCTGAATATGTAGATTTGCTTCTTAATCCTGAGCGCTACACTGGTTA 
CAAGGGACCAGATGCTTGGAAAATATGGAATGTCATCTACGAAGAAAACTGTTTTAAGCCAC 
AGAC^^TTAAAAGACCTTTAAATCCTTTGGCTTCTGGTCAAGGGACAAGTGAAGAGAACACT 
TTTTACAGTTGGCTAGAAGGTCTCTGTGTAGAAAAAAGAGCATTCTACAGACTTATATCTGG 
CCTACATGCAAGCATTAATGTGCATTTGAGTGCAAGATATCTTTTACAAGAGACCTGGTTAG 
AAAAGAAATGGGGACACAAGATTACAGAATTTCAAC^ 

GGAGAAGGTCCAAGAAGGCTTAAGAACTTGTATTTTCTCTACTTAATAGAACTAAGGGCTTT 
ATCCAAAGTGTTACCATTCTTCGAGCGCCCAGATTTTCAACTCTTTACTGGAAATAAAATTC 
AGGATGAGGAAAACAAAATGTTACTTCTGGAAATACTTCATGAAATCAAGTCATTTCCTTTG 
CATTTTGATGAGAATTCATTTTTTGCTGGGGATAAAAAAGAAGCACACAAACTAAAGGAGGA 
CTTTCGACTGCATTTTAGAAATATTTCAAGAATTATGGATTGTGTTGGTTGTTTTAAATGTC 
GTCTGTGGGGAAAGCTTCAGACTCAGGGTTTGGGCACTGCTCTGAAGATCTTATTTTCTGAG 
AAATTGATAGCAAATATGCCAGAAAGTGGACCTAGTTATGAATTCCATCTAACCAGACAAGA 
AATAGTATGATTATTCAACGGATTTGGAAGA^ 

TCAGGAACTTGTTACAGAATATTCATTAAAGAAAACAAGCTGATATGTGCCTGTTTCTGGAC 
AATGGAGGCGAAAGAGTGGAATTTCATTCAAAGGCATAATAGCAATGACAGTCTTAAGCCAA 
ACATTTTATATAAAGTTGCTTTTGTAAAGGAGAATTATATTGTTTTAAGTAAACACATTTTT 
AAAAATTGTGTTAAGTCTATGTATAATACTACTGTGAGTAAAAGTAATACTTTAATAATGTG 
GTACAAATTTTAAAGTTTAATATTGAATAAAAGGAGGATTATCAAATTAAAAAAAAAAAAAA 
AAAAAAAAAAAAAAAAAAAAAAAAA 



FIGURE 13 6 



</usr/seqdb2 /sst/DNA/Dnaseqs . min/ss . DNA53 974 
<subunit 1 of 1, 468 aa, 1 stop 
<MW: 54393, pi: 5.63, NX(S/T): 2 

MGRGWGFLFGLIiGAWLLSSGHGEEQPPETAAQRCFCQVSGYLDDCTCDVETIDRFNNYRLF 

PRLQKLLESDYFRYYK^/NLKRPCPFWNDISQCGRRDCAVKPCQSDEVPDGIKSA^ 

NNLIEECEQAERLGAVDESLSEETQKAVXiQWTKHDDSSDNFCEADDIQSPEAEYVDLLLNP 

RYTGYKGPDAWKIWNVIYEENCFKPQTIKRPLNPLASGQGTSEENTFYSWLEGLCVEKRAFY 

RL I SGLHAS I NVHLSARYLLQETWLEKKWGHNI TE FQQRFDG I LTEGEGPRRLKNLYFLYL I 

ELRALSK\H1jPFFERPDFQLFTGNKIQDEENKMLLLEIIiHEIKSFPLHFDENSFFAGDKKEAH 

KLKEDFRLHFRNISRI^IDCV'GCFKCRLWGKLQTQGLGTALKILFSEKLIANMPESGPSYEFH 

LTRQEIVSLFNAFGRISTSVKELENFRNLLQNIH 

Important features: 
Signal peptide: 

amino acids 1-23 

N-glycosylation site. 

amino acids 280-283 and 384-387 

Ami da t ion site* 

amino acids 94-97 

Glycosaminoglycan attachment site* 

amino acids 20-23 and 223-226 

Aminotransferases class -V pyridoxal -phosphate 

amino acids 216-222 

Interleukin-7 proteins 

amino acids 33 8-343 



FIGURE 137 



GCTGGAAATATGGATGTCATCTACGAGAAACTGTTTTAAGCCACAGACAATTAAAAGACCTT 
TAAATCCTTTGGCTTCTGGTGAA.GGGACAAGTGAAGAGNAGACTTTTTACAGTTGGCTAGAA 
GGTCTCTGTGTAGAAAZ^AAGAGCATTCTACAGACTTATATCTGGCCTACATGCAAGCATTAA 
TGTGCATTTGAGTGCAAGATATCTTTTACAAGAGACCTGGTTAGAAAAGAAATGGGGACACA 
ACATTACAGAATTTNAACAGCGATTTGATGGAATTTTGACTGAAGGAGAAGGTCCAAGAAGG 
CTTAAGAACTTGTATTTTCTGTACTTAATAGAACTAAGGGCTTTATCCAAAGTGTTACCATT 
CTTNGAGCGCCCAGATTTTCAACTNTTTACTGGAAATAAAATTCAGGATGAGGNAAACAAAA 
TGTTACTTTTGGAT^ATACTTCATGAAATCAAGTCATTTCCTTTGCATTTTGATGAGAATTCA 
TTTTTTTGCTG 



FIGURE 138 



CGGACGCGTGGGCGGACGCGTGGGCGGACGCGTGGGTTGGGAGGGGGCAGGATGGGAGGGAA 
AGTGAAGAAAACAGAAAAGGAGAGGGACAGAGGCCAGAGGACTTCTCATACTGGACAGAAAC 
CGATCAGGCATGGAACTCCCCTTCGTCACTCACCTGTTCTTGCCCCTGGTGTTCCTGACAGG 
TCTCTGCTCCCCCTTTAACCTGGATGAACATCACCCACGCCTATTCCCAGGGCCACCAGAAG 
CTGAATTTGGATACAGTGTCTTACAACATGTTGGGGGTGGACAGCGATGGATGCTGGTGGGC 
GCCCCCTGGGATGGGCCTTCAGGCGACCGGAGGGGGGACGTTTATCGCTGCCCTGTAGGGGG 
GGCCCACAATGCCCCATGTGCCAAGGGCCACTTAGGTGACTACCAACTGGGAAATTCATCTC 
ATCCTGCTGTGAATATGCACCTGGGGATGTCTCTGTTAGAGACAGATGGTGATGGGGGATTC 
ATGGTGAGCTAAGGAGAGGGTGGTGGCAGTGTCTCTGAAGGTCCATAAAAGAAAAAAGAGAA 
GTGTGGTAAGGGAAAATGGTCTGTGTGGAGGGGTCAAGGAGTTAAAAACCCTAGAAAGCAAA 
AGGTAGGTAATGTCAGGGAGTAGTCTTCATGCCTCCTTCAACTGGGAGCATGTTCTGAGGGT 
GCCCTCCCAAGCCTGGGAGTAACTATTTCCCCCATCCCCAGGCCTGTGCCCCTCTCTGGTCT 
CGTGCTTGTGGCAGCTCTGTCTTCAGTTCTGGGATATGTGCCCGTGTGGATGCTTCATTCCA 
GCCTCAGGGAAGCCTGGCACCCACTGCCCAACGTGAGCCAGAGGAAGGCTGAGTACTTGGTT 
CCCAGAAGGAGATACTGGGTGGGAAAAAGATGGGGCAAAGCGGTATGATGCCTGGCAAAGGG 
CCTGCATGGCTATCCTCATTGCTACCTAATGTGCTTGCAAAAGCTCCATGTTTCCTAACAGA 
TTCAGACTCCTGGCCAGGTGTGGTGGCCCACACCTGTAATTCTAGCACTTTGGGAGGCCAAG 
GTGGGCAGATCACTTGAGGTCAGGAGTTCAAGACCAGCCTGGCCAACATGGTGAAACTCCAT 
CTCTACTAAAAAAAAAAAAATACAAAAATTAGCTGGGTGCGCTAGTGCATGCCTGTAATCTC 
ATCTACTCGGGAGGCTAAGACAGGAGACTCTCACTTCAACCCAGGAGGTGGAGGTTGCGGTG 
AGCCAAGATTGTGCCTCTGCACTCTAGCGTGGGTGACAGAGTAAGCGAGACTCCATCTCAAA 
AATAATAATAATAATAATTCAGACTCCTTATCAGGAGTCCATGATCTGGCCTGGCACAGTAA 
CTCATGCCTGTAATCCCAACATTTTGGGAGGCCAACGCAGGAGGATTGCTTGAGGTCTGGAG 
GTTTGAGACCAGCCTGGGCAACATAGAAAGACCCCATCTCTAAATAAATGTTTTAAAAAT 




FIGURE 13 9 

></usr/seqdb2/sst/DNA/Dnaseqs .min/ss .DNA5703 9 
xsubunit 1 of 1, 124 aa, 1 stop 
><MW: 13352, pi: 5.99, NX(S/T): 1 

MELPFVTHLFLPLVFLTGLCSPFNLDEHHPRIiFPGPPEAEFGYSVIiQHVGGGQRWMLVGAPW 
DGPSGDRRGDVYRCPVGGAHNAPCAKGHLGDYQLG^ 

Important features : 
Signal peptide: 

amino acids 1-22 

Cell attachment sequence* 

amino acids 70-73 

N-glycosylation site. 

amino acids 98-101 

Integrins alpha chain proteins 
amino acids 67-81 



FIGURE 140 

C^CAGTTCCC<^CC^TGACTC^ 

GGGGGCAGGATGGGAGGGAAAGTGAAGAAAACAGAAAAGGAGAGGGACAGAGGCCAGAGGAC 
TTCTCATACTGGACAGAAACCGATCAGGCATGGAACTCCCCTTCGTCACTCACCTGTTCTTG 
CCCCTGGTGTTCCTGACAGGTCTCTGCTCCCCCTTTAACCTGGATGAACATCACCCACGCCT 
ATTCCCAGGGCCACCAGAAGCTGAATTTGGATACAGTGTCTTACAACATGTTGGGGGTGGAC 
AGCGATGGATGCTGGTGGGCGCCCCCTGGGATGGGCCTTCAGGCGACCGGAGGGGGGACGTT 
TATCGCTGCCCTGTAGGGGGGGCCCACAATGCCCCATGTGCCAAGGGCCACTTAGGTGACTA 
CC^ACTGGGAAATTCATCTCATCCTGCTGTGAATATGCACCTGGGGATGTCTCTGTTAGAGA 
CAGATGGTGATGG 



FIGURE 141 



AAAGTTACATTTTCTCTGGAACTCTCGTAGGCCACTCCCTGCTGATGCAACATCTGGGTTTG 
GGCAGAAAGGAGGGTGCTTCGGAGCCCGCCCTTTCTGAGCTTCCTGGGCCGGCTCTAGAACA 
ATTCAGGCTTCGCTGCGACTCAGACCTCAGCTCCAACATATGCATTCTGAAGAAAGATGGCT 
GAGATGGACAGAATGCTTTATTTTGGAAAGAAACAATGTTCTAGGTCAAACTGAGTCTACCA 
AATCC^GACTTTCACAATGGTTCTAGAAGAAATCTGGACAAGTCTTTTCATGTGGTTTTTCT 
ACGCATTGATTCCATGTTTGCTCACAGATGAAGTGGCCATTCTGCCTGCCCCTCAGAACCTC 
TCTGTACTCTCAACCAACATGAAGCATCTCTTGATGTGGAGCCCAGTGATCGCGCCTGGAGA 
AACAGTGTACTATTCTGTCGAATACCAGGGGGAGTACGAGAGCCTGTACACGAGCCACATCT 
GGATCCCCAGCAGCTGGTGCTCACTCACTGAAGGTCCTGAGTGTGATGTCACTGATGACATC 
ACGGCCACTGTGCCATACAACCTTCGTGTCAGGGCC71CATTGGGCTCACAGACCTCAGCCTG 
GAGCATCCTGAAGCATCCCTTTAATAGAAACTCAACCATCCTTACCCGACCTGGGATGGAGA 
TCACCAAAGATGGCTTCCACCTGGTTATTGAGCTGGAGGACCTGGGGCCCCAGTTTGAGTTC 
CTTGTGGCCTACTGGAGGAGGGAGCCTGGTGCCGAGGAACATGTCAAAATGGTGAGGAGTGG 
GGGTATTCCAGTGCACCTAGAAACCATGGAGCCAGGGGCTGCATACTGTGTGAAGGCCCAGA 
CATTCGTGAAGGCCATTGGGAGGTACAGCGCCTTCAGCCAGACAGAATGTGTGGAGGTGCAA 
GGAGAGGCCATTCCCCTGGTACTGGCCCTGTTTGCCTTTGTTGGCTTCATGCTGATCCTTGT 
GGTCGTGCCACTGTTCGTCTGGAAAATGGGCCGGCTGCTCCAGTACTCCTGTTGCCCCGTGG 
TGGTCCTCCCAGACACCTTGAAAATAACCAATTCACCCCAGAAGTTAATCAGCTGCAGAAGG 
GAGGAGGTGGATGCCTGTGCCACGGCTGTGATGTCTCCTGAGGAACTCCTCAGGGCCTGGAT 
CTCATAGGTTTGCGGAAGGGCCCAGGTGAAGCCGAGAACCTGGTCTGCATGACATGGAAACC 
ATGAGGGGACAAGTTGTGTTTCTGTTTTCCGCCACGGACAAGGGATGAGAGAAGTAGGAAGA 
GCCTGTTGTCTAGAAGTCTAGAAGCAACCATCAGA^^ 

TGACTGAGGCTTAGGGGATGTGACCTCTAGACTGGGGGCTGCCACTTGCTGGCTGAGCAACC 

CTGGGAAAAGTGACTTCATCCCTTCGGTCCTAAGTTTTCTCATCTGTAATGGGGGAATTACC 

TACACACCTGCTAAACACACACACACAGAGTCTCTCTCTATATATAGAC^ 

TACACCCAGCACTTGCAAGGCTAGAGGGJiAACTGGTGACACTCTACAGTCTGACTGATTCAG 

TGTTTCTGGAGAGCAGGACATAAATGTATGATGAGAATGATCAAGGACTCTACACACTGGGT 

GGCTTGGAGAGCCCACTTTCCCAGAATAATCCTTGAGAGAAAAGGAATCATGGGAGCAATGG 

TGTTGAGTTCACTTCAAGCCCAATGCCGGTGCAGAGGGGAATGGCTTAGCGAGCTCTACAGT 

AGGTGACCTGGAGGAAGGTCACAGCCACACTGAAAATGGGATGTGCATGAACACGGAGGATC 

CATGAACTACTGTAAAGTGTTGACAGTGTGTGCACACTGCAGACAGCAGGTGAAATGTATGT 

GTGCAATGCGACGAGAATGCAGAAGTCAGTAACATGTGCATGTTTGTTGTGCTCCTTTTTTC 

TGTTGGTAAAGTACAGAATTCAGC^AATAAAAAGGG 

AAAAAAAAAA 



FIGURE 142 



</usr/seqdb2/sst/DNA/Dnaseqs.min/ss.DNA57033 
<subunit 1 of 1, 311 aa, 1 stop 
<MW: 35076, pi: 5.04, NX(S/T): 2 

MQTFTMVLEEIWTSLFMWFFYALIPCLLTDEVAILPAPQNLSVLSTNMKHLLMWSPVIAPGE 
TVYYSVEYQGEYESLYTSHIWIPSSWCSLTEGPECDVTDDITATVPYNLRVRATLGSQTSAW 
S I LKHPFNRNST I LTRPGME ITKDGFHLVI ELEDLGPQFEFLVAYWRRE PGAEEHVKMVRSG 
GI PVHLETMEPGAAYCVKAQTFVKAIGRYSAFSQTECVEVQGEAI PLVLALFAFVGFMLI LV 
WPLFVWKMGRLLQYSCCPVWLPDTLKI TNS PQKL I S CRREEVDACATAVMS PEELLRAWI S 

Important features: 
Signal peptide: 

amino acids 1-29 

Transmembrane domain: 

amino acids 23 0-255 

N-glycosylation site. 

amino acids 40-43 and 134-137 

Tissue factor proteins. 

amino acids 92-119 

Integrins alpha chain proteins 

amino acids 232-262 



FIGURE 143 



TCCTGCTGATGCACATCTGGGTTTGGCAAAAGGAGGTTGCTTCGAGCCGCCCTTTCTAGCTT 
CCTGGCCGGCTCTAGAACAATTCAGGCTTCGCTGCGACTAGACCTCAGCTCCAACATATGCA 
TTCTGAAGAAAGATGGCTGAGATGACAGAATGCTTTATTTTGGAAAGAAACAATGTTCTAGG 
TCAAACTGAGTCTACCAAATGCAGACTTTCACAATGGTTCTAGAAGAAATCTGGACAAGTCT 
TTTCATGTGGTTTTTCTACGCATTGATTCCATGTTTGCTCACAGATGAAGTGGCCATTCTGC 
CTGCCCCTCAGAACCTCTCTGTACTCTCAACCAACATGAAGCATCTCTTGATGTGGAGCCCA 
GTGATCGCGCCTGGAGAAACAGTGTACTATTCTGTCGAATACCAGGGGGAGTACGAGAGCCT 
GTACA.CGAGCCACATCTGGATCCCCAGCAGCTGGTGCTCACTCACTGAAGGTCCTGAGTGTG 
ATGTCACTGATGACATCACGGCCACTGTGCCATACAACCTTTGTGTCAGGGCCACATTGGGC 
TCACAGACCTCAGCCTGGAGCATCCTGAAGCATGCCTTTAATAGAAACTCAACCATCCTTAC 
CCGACCTGGGATGGAGATCACCAAAGATGGCTTNCACCTGGTTATTGAGCTGGAGGACCTGG 
GGCCCCAGTTTGAGTTCCTTGTGGCCTANTGGAGGAGGGGCGAACCCCTTGCGGCGCAAGGG 
GTTNGCGAACCCCTTGCGGCCGCTGGGGTATCTCTCGAGAAAAGAGAGGCCCAATATGACCC 
ACATACTCAATATGGACGAANTGCTATTGTCCACCTGTTTGAGTGGCGCTGGGTTGAT 



FIGURE 144 



CCCACGCGTCCGCCCACGCGTCCGAGGGAC^GAGAGAAGAGAGACTGAAACAGGGAGAAGA 
GGCAGGAGAGGAGGAGGTGGGGAGAGCACGAAGCTGGAGGCCGACACTGAGGGAGGGCGGGA 
GGAGGTGAAGAAGGAGAGAGGGGAGAAGAGGCAGGAGCTGGAAAGGAGAGAGGGAGGAGGAG 
GAGGAGATGCGGGATGGAGACCTGGAGTTAGGTGGCTTGGGAGAGCTTAATGAAAAGAGAAC 
GGAGAGGAGGTGTGGGTTAGGAACCAAGAGGTAGCCCTGTGGGCAGCAGAAGGCTGAGAGGA 
GTAGGAAGATCAGGAGCTAGAGGGAGACTGGAGGGTTCCGGGAAAAGAGCAGAGGAAAGAGG 
AAAGACACAGAGAGACGGGAGAGAGAAGAAGAGTGGGTTTGAAGGGCGGATCTCAGTCCCTG 
GCTGCTTTGGCATTTGGGGAACTGGGACTCCCTGTGGGGAGGAGAGGAAAGCTGGAAGTCCT 
GGAGGGACAGGGTCCCAGAAGGAGGGGACAGAGGAGCTGAGAGAGGGGGGCAGGGCGTTGGG 
CAGGGGTCCCTCGGAGGCCTCCTGGGGATGGGGGCTGCAGCTCGTCTGAGCGCCCCTCGAGC 
GCTGGTACTCTGGGCTGCACTGGGGGCAGCAGCTCACATCGGACCAGCACCTGACCCCGAGG 
ACTGGTGGAGCTACAAGGATAATGTCCAGGGAAACTTCGTGCCAGGGCCTCCTTTCTGGGGC 
CTGGTGAATGCAGCGTGGAGTCTGTGTGCTGTGGGGAAGCGGCAGAGCCCCGTGGATGTGGA 
GCTGAAGAGGGTTCTTTATGACCCCTTTCTGCCCCCATTAAGGCTCAGCACTGGAGGAGAGA 
AGCTCCGGGGAACCTTGTACAACACCGGCCGACATGTCTCCTTCCTGCCTGCACCCCGACCT 
GTGGTCAATGTGTCTGGAGGTCCCCTCCTTTACAGCCACCGACTCAGTGAACTGCGGCTGCT 
GTTTGGAGCTCGCGACGGAGCCGGCTCGGAACATCAGATCAACCACCAGGGCTTCTCTGCTG 
AGGTGCAGCTCATTCACTTCAACCAGGAACTCTACGGGAATTTCAGCGCTGCCTCCCGCGGC 
CCCAATGGCCTGGCCATTCTCAGCCTCTTTGTCAACGTTGCCAGTACCTCTAACCCATTCCT 
CAGTCGCCTCCTTAACCGCGACACCATCACTCGCATCTCCTACAAGAATGATGCCTACTTTC 
TTCAAGACCTGAGCCTGGAGCTCCTGTTCCCTGAATCCTTCGGCTTCATCACCTATCAGGGC 
TCTCTCAGCACCCCGCCCTGCTCCGAGACTGTCACCTGGATCCTCATTGACCGGGCCCTCAA 
TATCACCTCCCTTCAGATGCACTCCCTGAGACTCCTGAGCCAGAATCCTCCATCTCAGATCT 
TCCAGAGCCTCAGCGGTAACAGCCGGCCCCTGCAGCCCTTGGCCCACAGGGCACTGAGGGGC 
AACAGGGACCCCCGGCACCCCGAGAGGCGCTGCCGAGGCCCCAACTACCGCCTGCATGTGGA 
TGGTGTCCCCCATGGTCGCTGAGACTCCCCTTCGAGGATTGCACCCGCCCGTCCTAAGCCTC 
CCCACAAGGCGAGGGGAGTTACCCCTAAAACAAAGCTATTAAAGGGACAGAATACTTA 



FIGURE 145 

< /us r / s eqdb2 / s s t /DNA/Dna s eqs . min/ s s , DNA3 4353 
<subunit 1 of 1, 328 aa, 1 stop 
<MW: 36238, pi: 9.90, NX(S/T): 3 

MGAAARLSAPRALVLWAALGAAAHIGPAPDPEDVmSYKDNLQGNFVPGPPFWGLW 

AVGKRQSPVDVELKRVLYDPFLPPLRLSTGGEKXjRGTLYNTGRHVSFLPAPRPVVNVSG 

LYSHRLSELRLLFGARDGAGSEHQINHQGFSAEVQLIHFNQELYGNFSAASRGPNGIiAILSL 

FVNVASTSNPFLSRLLNRDTITRISYKNDAYFLQDLSLEIjLFPESFGFITYQGSLSTPPCSE 

TVTWILIDRALNITSLQMHSLRLLSQNPPSQIFQ^^ 

RCRGPNYRLHVDGVPHGR 

Important features : 
Signal peptide: 

amino acids 1-23 

Transmembrane domain: 

amino acids 177-199 

N-glycosylation site. 

amino acids 118-121, 170-173 and 260-263 

Eukaryotic-type carbonic anhydrases proteins 

amino acids 222-270, 128-164 and 45-92 



FIGURE 146 



GGCGCCTGGTTCTGCGCGTACTGGCTGT^^ 

GTTCGTGTCCCCGCCCCTCGCTCCTGCAGCTACT 

GCAGCTCCCTTCCCACCCCAACTGCAGGTCTAATTTrGGATC 

CGC^GAGGCGGAGGCTCGCGTATTCCTGC^GTCAGCACCCACGTCGCCCCCGGACGCTCGGTGCT 

GCGAGCGGGGCTCTCCGTCTGCGGTCCCTTGTGAAGGCTCTGGGCGGCTGCAGAGGCCGGCCGTCCGGTTTGGCT 

CACCTCTCCCAGGAAACTTCACACTGGAGAGC 

ATCCTGAGGTCATTCAT TATG AAGTGTACCGCGCGGGAGTGGCTCAGAGTAACCACAGTGCTGTTCATGGCTAGA 
GCAATTCCAGCCATGGTGGTTCCCAATGCCACTTTATT 

GAGTGGTGGATAGCCAAACAACGAGGGAAAAGGGCCATCACAGACAATGAC^ 

AATAAATTACGAAGTCAGGTGTATCCAACAGCCTCTAATATGGAGTATATGACATGGGATGTAGAGCTGGAAAGA 

TCTGCAGAATCCTGGGCTGAAAGTTGCTTGTGGGAACATGGACCTGCAAGCTTGCTTCCATCAATTGGACAGAAT 

TTGGGAGCACACTGGGGAAGATATAGGCCCCCGACGTTTCATC 

AGCTACCCATATGAACATGAATGCAACCCATATTGTCCATTC^ 

CAGGTCGTGTGGGCAACTAGTAACAGAATCGGTTGTGCCATT^ 

ATATGGCCCAAAGCTGTCTACCTGGTGTGCAATTACTCCC^ 

CATGGGCGGCCCTGTTCTGCTTGCCCACCTAGTTTTGGAGGGGGCTGTAGAGAAAATCTGTGCT 

TCAGACAGGTATTATCCCCCTCGAGAAGAGGAAA 

CATGTCCGGACAAGATCAGATGATAGTAGCAGAAATGAAGT 

TGTGAAGTAAGATTAAGAGATCAGTGCAAAGGAACAACCTC^ 

AGTAAAGCTAAAGTTATTGGCAGTGTACATTATGAAATGC^^ 

ATAATAGACAATGATGGTGGCTGGGTAGATATC^ 

AATGGTATTCAAACAATTGGCAAATATCAGTCTC 

ACTTGTGAAACAACTGTGGAACAGCTCTGTCCATTTCATAAGCCT^ 

CGTAACTGTATGCAAGCAAATCCACATTATGCTCGTGTAA 

TGCAGAGCAGCAGTACATGCTGGAGTGGTTCGAAATCACGGTGGTTATGTTGATGTAATGC^ 
AAGACCTACATTGCTTCTTTTCAGAATGGAATCTTCT 

AGAGTGTTTGCTGTTGT GTGAA ACTGAATACTTGGAAGAGGACCATAAAGACTATTCCAAATC 

ATTTTGTATAAAACTGTAACATTACTGTACAGAGTACATCAACTATTTTCAGCCCAAAAAGGT 

TAAATCTTGATAAACAAAGTCTATAAAATAAAACATGGGAC^ 

TTTTAGAAATCCTGTGTTAAATATTGCTATATTTT^ 

GTTCTACGTTTCATATATTATATGGTGCTTTGTATATGCC^ 

GCCCTCAGAAAATCATCTAGTGCATTTAAAAATAATCGACTCTAAAACTGAAAGAAACCTTA 
AGTTCAATGCTATGCCATTACCAACTCCAAATAATCTCAAAT^ 

TGTTAATTTAGGCATATAGAATATTAAATTCTGATATTGCACTTCTTATTTTATATAAAATAATCCTTTAATATC 
CAAATGAATCTGTTAAAATGTTTGATTCCTTGGGAATGGCCTTAAAAATAAATGTAATAAAGTCAGAGTGGTGGT 
ATGAAAACATTCCTAGTGATCATGTAGTAAATGTAGGGTTAAGCATGGACAGCCAGAGCTTTCT 
AAATTGAGGTCACATATTTTCTTTTGTATCCTGGCAAATACT 

GAACAAAGATGAACTAATGTATTACATTACCATTGCCACTGATTTTTTTTAAATGGTAAAT 
ATATTGCCATATCATGGTACCTATAATGGTGATATATTTGTTTCTATGAAAAATGTATTGTGCTTT 
AATCTGTAAAATGTTAGTTTTGGTAATTTTTTTTCTGCTGGTGGATTTACATATTAAATTTTTTCTGCTGGTGGA 
TAAACATTAAAATTAATCATGTTTCAAAAAAAAAAAAA 



FIGURE 147 



</usr/seqdb2/sst/DNA/Dnaseqs\min/ss.DNA45417 
<subunit 1 of 1, 500 aa, 1 stop 
<MW: 56888, pi: 8.53, NX(S/T): 2 

MKCTAREWLRVTTVLFMARAI PAMWPNATLLEKLLEKYMDEDGEWWIAKQRGKRAITDNDM 
QSILDLHNKLRSQVYPTASNMEYMTVTOVEL^ 

GRYRPPTFHVQSWYDEVKDFSYPYEHECNPYCPFRCSGPVCTHYTQVWATSNRIGC^INLC 

HNMNIWGQIWPKAVYLVCNYSPKGNWWGHAPYKHGRPCSACPPSFGGGCRENL 

YPPREEETNEIERQQSQVHDTHVRTRSDDSSRJSTEVISAQQMSQIVSCEVRIiRDQCKGTTCNR 

YECPAGCLDSKAKVIGSVHYEMQSSICRAAIHYGIIDNDGGWVDITRQGRKHYFIKSNRNGI 

QTIGKYQSANSFTVSKVTVQAVTCETTVEQLCPTO 

TRVYSDLS S I CRAAVHAGVVRNHGGYVDVMPVDKRKT YI AS FQNG I FSE S LQNPPGGKAFRV 
FAW 

Important features : 
Signal peptide: 

amino acids 1-20 

Extracellular proteins SCP/Tpx-l/Ag5/PR-l/Sc7 protein 

amino acids 165-186, 196-218, 134-146, 96-108 and 58-77 

N-glycosylation site 

amino acids 28-31 



FIGURE 148 



GCGGAGACAAGCGCAGAGCGCAGCGCACGGCCACAGACA.GCCCTGGGCATCCACCGACGGCG 
CAGCCGGAGCCAGCAGAGCCGGAAGGCGCGCCCCGGGCAGAGAAAGCCGAGCAGAGCTGGGT 
GGCGTCTCCGGGCCGCCGCTCCGACGGGCCAGCGCCCTCCCCATGTCCCTGCTCCCACGCCG 
CGCCCCTCCGGTCAGCATGAGGCTCCTGGCGGCCGCGCTGCTCCTGCTGCTGCTGGCGCTGT 
ACACCGCGCGTGTGGACGGGTCCAAATGCAAGTGCTCCCGGAAGGGACCCAAGATCCGCTAC 
AGCGACGTGAAGAAGCTGGAAATGAAGCCAAAGTACCCGCACTGCGAGGAGAAGATGGTTAT 
CATC^CCACCAAGAGCGTGTCCAGGTAC^ 

AGAGGACCAAGCGCTTCATCAAGTGGTACAACGCCTGGAACGAGAAGCGCAGGGTCTACGAA 
GAATAGGGTGAAAAACCTCAGAAGGGAAAACTCCAAACCAGTTGCMAGACTTGTGCAAAGGA 
CTTTGCAGATTAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA 

TTTCTCACAGGCATAAGAC^CAAATTATATATTGTTATGAAGCACTTTTTACCAACGGTCAG 
TTTTTACATTTTATAGCTGCGTGCGAAAGGCTTCCAGATGGGAGACCCATCTCTCTTGTGCT 
CCAGACTTCATCACAGGCTGCTTTTTATCAAAAAGGGGAAAACTCATGCCTTTCCTTTTTAA 
AAAATGCTTTTTTGTATTTGTCCATACGTCACTATACATCTGAGCTTTATAAGCGCCCGGGA 
GGAACAATGAGCTTGGTGGACACATTTCATTGCAGTGTTGCTCCATTCCTAGCTTGGGAAGC 
TTCCGCTTAGAGGTCCTGGCGCCTCGGCACAGCTGCCACGGGCTCTCCTGGGCTTATGGCCG 
GTCACAGCCTCAGTGTGACTCCACAGTGGCCCCTGTAGCCGGGCAAGCAGGAGCAGGTCTCT 
CTGCATCTGTTCTCTGAGGAACTCAAGTTTGGTTGCCAGAAAAATGTGCTTCATTCCCCCCT 
GGTTAATTTTTACACACCCTAGGAAACATTTCCAAGATCCTGTGATGGCGAGACAAATGATC 
CTTAAAGAAGGTGTGGGGTCTTTCCCAACCTGAGGATTTCTGAAAGGTTCACAGGTTCAATA 
TTTAATGCTTCAGAAGCATGTGAGGTTCCGAA 

TAAAAATATATGAATACATGCGGAATACACAGCTACAGACACACATTCTGTTGACAAGGG 
AACCTTCAAAGCATGTTTCTTTCCCTCAC 

TTGTGATTCCCCATGTAATTCTTCAATGTTAAACAGTGCAGTCCTCTTTCGAAAGCTAAGAT 
GACCATGCGCCCTTTCCTCTGTACATATACCCTTAAGAACGCCCCCTCCACACACTGCCCCC 
CAGTATATGCCGCATTGTACTGCTGTGTTATATGCTATGTACATGTCAGAAACCATTAGCAT 
TGCATGCAGGTTTCATATTCTTTCTAAGATGGAAAGTAATAAAATATATTTGAAATGTAAAA 
AAAAAAAAAAA 



FIGURE 14 9 

MSLLPRRAPPVSMRLLAAALLLLLLALYTARVDGSKCKCSRKGPKIRYSDVKKLEMKPKYPH 
CEEKlWIITTKSVSRYRGQEHCLHPKIiQSTKRFIKWYNAWNEKRRVYEE 

Signal sequence: 

amino acids 1-34 



FIGURE 150 



GCCCCAGGGACTGCTATGGCTTCCTTT^ 
GTTAACTGCTCTTGCCATCAAGTTCACCCTCATTGAC^^ 

CAAAATCCGGGGCCTAAGAACACCGTTACCCAATGAGATCTTGGGTCCAGTGGAGC^ 
TGCCTCACCCCCCACTGGAGAGAGGCGGTTTCAGCCCC 

TACTCAGTTTGCTGCTGTGTGCCCCCAGCACCrGGATGAGAGATCCTTACTGC^ 

TACCGCCAATTTGGATACTTTGATGACCTATGTTCAAGATCAAAATGAAGACTGCCTTTACTTAAACATCTACGT 
GCCCACGGAAGATGGAGCCAA.CACAAAGAAAAACGCAGATGATA 
TATTCATGATCAGAACAGTAAGAAGCCCGTCATGGTCTATATCCATG^ 
CATGATTGACGGCAGCATTTTGGCAAGCTACGGAAAC^ 

AGGGTTTTTAAGTACCGGTGACCAGGCAGCAAAAGGCAACTATGGGCTCCTGGATCAGATTCAAGC^ 

GATTGAGGAGAATGTGGGAGCCTTTGGCGGGGACCCCAAGAGAGTGACCATCTTTGGCTCGGGGGCTGGGGCCTC 

CTGTGTCAGCCTGTTGACCCTGTCCGA^TACT 

CCTGTCCAGCTGGGCAGTGAACTACCAGCCGGCCAAGTACACTCGGATATTGGCAGACA^ 
GCTGGACACCACGGACATGGTAGAATGCCTGCG^ 
GGCCACCTACCACATAGCCTTCGGGCCGGTGATCGAC 
GCAAGGCGAGTTCCTCAACTACGACATCATGCTGGGC^ 

CGTGGATAACGAGGACGGTGTGACGCCCAACGACTTTGACTTCTCCGTGTCCAACTTCGTGGACAACCTTTACGG 
CTACCCTGAAGGGAAAGACACTTTGCGGGAGACTATCAAGTTCATGTACACAGAC 

GGAGACGCGGCGGAAAACCCTGGTGGCTCTCTTTACTGACCACC^GTGGGTGGCCCCCGCC^TGGCCGCCGACCT 

GCACGCGCAGTACGGCTCCCCCACCTACTTCTATGCCTTCTATCATCAC^ 

GGCAGATTCGGCCCATGGTGATGAGGTCCCCTATG 

TTGTAACTTTTCCAAGAACGACGTCATGCTCAGCGCCGTGGTCATGACCTACTGGACGAACTTCG^ 
TGATCCAAATCAACCAGTTCCTCAGGATACCAAGT^ 

GTCCAAGTATAATCCCAAAGACCAGCTCTATCTGCATATTGGCTTGAAACCCAGAGTGAGAGATCACTACC 
AACGAAAGTGGCTTTCTGGTTGGAACTCXSTTCCTCATTTGCACAACTTGAACGAGAT^ 
AACCACAA&GGTTCCTCCACCAGACATGACATC^ 
AACCACCAAACGCCCAGCAATC^CTCCTGCCT^C^TCCCA 

GGACACAACTGTCCTCATTGAAACCAAACGAGATTATTCCACCGAATTAAGTGTCACC^ 
GCTCCTCTTCCTCAACATCTTAGCTTTTC 

GCGCCCCAGTCCCCAGAGAAACACCACAAATGATATCGCTCACATCCAGA^ 
GAAGCAGCTGGAACACGATCACGAGTGTGAGTCGCTGCAGGCACA^ 
CTACACCCTCACGCTGCGCCGGTCGCCAGATGACATCCCACTTATGACGCCAAAC 
CAGAGTGACGGGGATGCAGCCTTTGCAC^ 

CGGACATTCCACCACTAGAGTATAGCTTTGCCCTATTTCCCTTCCTATCCCTCTGCCCTACCCGCTCAGCAACA 
AGAAGAGGGAAGGAAAGAGAGAAGGAAAGAGAGAGAGAAAGAAAGTCTCCAGACC^ 

GACTTAAGACAAAAATGCAAAAAGGCAGTCATCCCATCCCGGCAGACCCTTATCGTTGGTGTTTTCCAGTATTAC 
AAGATCAACTTCTGACCCTGTGAAATGTGAGAAGTACACATTTCTGTTAAAATAACTGCTTTAAGATCTCTACCA 
CTCCAATCAATGTTTAGTGTGATAGGA<^TCAC 

GACACTTCTGAAACTCAGCCAAGGACACTTGATATTTTTTAATTACAA 
CACACAATGGATGGCTCTCCTTAAGTGAAGAAAGAGTCAAT^ 

AGAGAAGGAAACGTAGAAATTTATTATTAAAAGAATGGACTGTGCAGCGAAATCTGTACGGTTCTGTGCAAAGAG 
GTGTTTTGCCAGCCTGAACTATATTTAAGAGACTTTGT 



FIGURE 151 



MLNSNVLLWLTALAI KFTL IDS QAQ YP WNTNYGKI RGLRTPL PNE I LGP VEQ YLGVPYAS P 
PTGERRFQPPEPPSSWTGIRNTTQFAAVCPQHLDERSLLHDMLPIWFTANLDTLMTYVQDQN 
EDCLYI^IYVPTEDGANTKKNADDITSNDRGEDEDIHDQNSKKPVMVYIHGGSYMEGTGNMI 
DGSIIiASYGNVIVITINYRLGILGFLSTGDQAAKGNYGLLDQIQALRWIEENVGAFGGDPKR 
VT I FGS GAGAS CV S LLTLSHYS EGLFQKAI I QSGTALS S WAVNYQ P AKYTR I LAD KVGCNML 
DTTDMVECLRNK3STTKELIQ 

NQGEGLKFVDGIVDNEDGVTPNDFDFSVSNFVDNLYGYPEGKDTLRETIKFMYTDWADKENP 

ETRRKTLVALFTDHQWVAPAVAADLHAQYGSPTYFYAFYHHCQSEMKPSWADSAHGDEVPYV 

FGIPMIGPTELFSCNFSKNDVMLSAVVMTYWTNFAKTGDPNQPVPQDTKFIHTKPNRFEEVA 

WSKYNPKDQLYLHIGIiKPRVRDHYRATKVAFWLELVPHLHNLNEIFQYVSTTTKV 

FPYGTRRSPAKIWPTTKRPAITPANNPKHSKDPHKTGPEDTTVLIETKRDYSTELSVTIAVG 

ASLLFLNILAFAALYYKKDKRRHETHRRPSPQRNTTNDIAHIQNEEIMSLQMKQLEHDHECE 

SLQAHDTLRLTCPPDYTLTLRRSPDDIPLMTPNTITMIPNTLTGMQPLHTFNTFSGGQNSTN 

LPHGHSTTRV 

Signal sequence: 

amino acids 1-24 

Transmembrane domains: 

amino acids 189-204, 675-692 




FIGURE 152 

GGGAAAGtATGGCGGCGACTCTGGGACCCCTTGGGTCGTGGCAGCAGTGGCGGCGATGTTTGT 
CGGCTCGGGATGGGTCCAGGATGTTACTCCTTCTTCTTTTGTTGGGGTCTGGGCAGGGGCCA 
CAGCAAGTCGGGGCGGGTCAAACGTTCGAGTACTTGAAACGGGAGCACTCGCTGTCGAAGCC 
CTACCAGGGTGTGGGCACAGGCAGTTCCTCACTGTGGAATCTGATGGGCAATGCCATGGTGA 
TGACCCAGTATATCCGCCTTACCCCAGATATGCAAAGTAAACAGGGTGCCTTGTGGAACCGG 
GTGCCATGTTTCCTGAGAGACTGGGAGTTGCAGGTGCACTTCAAAATCCATGGACAAGGAAA 
GAAGAATCTGCATGGGGATGGCTTGGCAATCTGGTACACAAAGGATCGGATGCAGCCAGGGC 
CTGTGTTTGGAAACATGGACAAATTTGTGGGGCTGGGAGTATTTGTAGACACCTACCCCAAT 
GAGGAGAAGCAGCAAGAGCGGGTATTCCCCTACATCTCAGCCATGGTGAACAACGGCTCCCT 
CAGCTATGATCATGAGCGGGATGGGCGGCCTACAGAGCTGGGAGGCTGCACAGCCATTGTCC 
GCAATCTTCATTACGACACCTTCCTGGTGATTCGCTACGTCAAGAGGCATTTGACGATAATG 
ATGGATATTGATGGCAAGCATGAGTGGAGGGACTGCATTGAAGTGCCCGGAGTCCGCCTGCC 
CCGCGGCTACTACTTCGGCACCTCCTCCATCACTGGGGATCTCTCAGATAATCATGATGTCA 
TTTCCTTGAAGTTGTTTGAACTGACAGTGGAGAGAACCCCAGAAGAGGAAAAGCTCCATCGA 
GATGTGTTCTTGCCCTCAGTGGACAATATGAAGCTGCCTGAGATGACAGCTCCACTGCCGCC 
CCTGAGTGGCCTGGCCCTCTTCCTCATCGTCTTTTTCTCCCTGGTGTTTTCTGTATTTGCCA 
TAGTCATTGGTATCATACTCTACAACAAATGGCAGGAACAGAGCCGAAAGCGCTTCTAC TGA 
GCCCTCCTGCTGCCACCACTTTTGTGACTGTCACCCATGAGGTATGGAAGGAGCAGGCACTG 
GCCTGAGCATGCAGCCTGGAGAGTGTTCTTGTCTCTAGCAGCTGGTTGGGGACTATATTCTG 
TCACTGGAGTTTTGAATGCAGGGACCCCGCATTCCCATGGTTGTGCATGGGGACATCTAACT 
CTGGTCTGGGAAGCCACCCACCCCAGGGCAATGCTGCTGTGATGTGCCTTTCCCTGCAGTCC 
TTCCATGTGGGAGCAGAGGTGTGAAGAGAATTTACGTGGTTGTGATGCCAAAATCACAGAAC 
AGAATTTCATAGCCCAGGCTGCCGTGTTGTTTGACTCAGAAGGCCCTTCTACTTCAGTTTTG 
AATCCACAJ^AGAATTAAAAACTGGTAACACCACAGGCTTTCTGACCATCCATTCGTTGGGTT 
TTGCATTTGACCCAACCCTCTGCCTACCTGAGGAGCTTTCTTTGGAAACCAGGATGGAAACT 
TCTTCCCTGCCTTACCTTCCTTTCACTCCATTCATTGTCCTCTCTGTGTGCAACCTGAGCTG 
GGAAAGGCATTTGGATGCCTCTCTGTTGGGGCCTGGGGCTGCAGAACACACCTGCGTTTCAC 
TGGCCTTCATTAGGTGGCCCTAGGGAGATGGCTTTCTGCTTTGGATCACTGTTCCCTAGCAT 
GGGTCTTGGGTCTATTGGCATGTCCATGGCCTTCCCAATCAAGTCTCTTCAGGCCCTCAGTG 
AAGTTTGGCTAAAGGTTGGTGTAAAAATCAAGAGAAGCCTGGAAGACATCATGGATGCCATG 
GATTAGCTGTGCAACTGACCAGCTCCAGGTTTGATCAAACCAAAAGCAACATTTGTCATGTG 
GTCTGACCATGTGGAGATGTTTCTGGACTTGCTAGAGCCTGCTTAGCTGCATGTTTTGTAGT 
TACGATTTTTGGAATCCCACTTTGAGTGCTGAAAGTGTAAGGAAGCTTTCTTCTTACACCTT 
GGGCTTGGATATTGCCCAGAGAAGAAATTTGGCTTTTTTTTTCTTAATGGACAAGAGACAGT 
TGCTGTTCTCATGTTCCAAGTCTGAGAGCAACAGACCCTCATCATCTGTGCCTGGAAGAGTT 
CACTGTCATTGAGCAGCACAGCCTGAGTGCTGGCCTCTGTCAACCCTTATTCCACTGCCTTA 
TTTGACAAGGGGTTACATGCTGCTCACCTTACTGCCCTGGGATTAAATCAGTTACAGGCCAG 
AGTCTCCTTGGAGGGCCTGGAACTCTGAGTCCTCCTATGAACCTCTGTAGCCTAAATGAAAT 
TCTTAAAATCACCGATGGAACCA?^AAAAAAAAAAAAAAAGGGCGGCCGCGACTCTAGAGTCG 
ACCTGCAGTAGGGATAACAGGGTAATAAGCTTGGCCGCCATGG 



FIGURE 153 



></usr/seqdb2/sst/DNA/Dnaseqs .min/ss . DNA50911 
xsubunit 1 of 1, 348 aa, 1 stop 
><MW: 39711, pi: 8.70, NX(S/T): 1 

MAATLGPLGSWQQT^RCLSARDGSRMLLLLLLLGSGQGPQQVGAGQTFEYLKREHSIiSKPYQ 
GVGTGSSSLWNLMGNAMVMTQYIRLTPDMQSKQGALWNRVPCFLRDWELQVHFK^ 
LHGDGIiAIWYTKDRMQPGPVFGNMDKFVGLGVFVDTYPNEEKQQERVFPYISAMVNNGSLSY 
DHERDGRPTELGGCTAIVRNLHYDTFLVIR 

YYFGTSSITGDLSDjbnroVISLKLFELTVERTPEEEKLHRDVFLPSVDNMKLPEMTAPLPPLS 
GLALFLIVFFSLVFSVFAI VIGI ILYNKWQEQSRKRFY 

Signal sequence: 

amino acids 1-38 

Transmembrane domain : 

amino acids 310-329 



FIGURE 154 



CCGAGCCGGGCGCGCAGCGACGGAGCTGGGGCCGGCCTGGGACCAT^ 

CTGATGGTGGGTCGTTAACCT<^GTGGGGAC^ 

TGGGGTCTGGCTCAGAATTCCTGCAGCTGGTGAAAA^^ 

GACATGTTCCCGATTTGAGGTGAAACC^TGAAGA 

TGCTGCTGCTGGCCCTGGCTGCGCTGCTGGCCTTTGT^ 

CGACTCCTAAGAATGGAATGAGTAGCAAGAGTCGAAAG^ 

CAGACCCCGTTTATGAAGCTCTTTTGTACTC^ 

CGCATCATTTTAAGCTGGTCTCAGTGCATGTGTTC^TTCGCCACGGAGACAGGTAC 

AAACAAAGCGACCAGAAATTGACTGCACTCTGGTGGCTAACAGGAAACCGTATCACCCAAAA 

TTAGTCACATGTCAAAAGGATCCGGAGCCTCTTTCGAAAGCCCCTTGAACTCCTTGCCTCTTTACCCAAATCACC 

CATTGTGTGAGATGGGAGAGCTCACACAGACAGGAGTTGT 

TCTATCTAAAGAAA(^CAAACTCCTGCCCAATGATTGGTCTGCAGACCAGC 

GCCGGACCCTACAAAGTGGGCTGGCCTTGCTTTATGGCTTTCTCCCAGATTTTGACTGGAAGAAGATTTATTTC^ 

GGCACGkGCCAAGTGCGCTGTTCTGCTCTGGAAGCT 

AGCGTCGTCAGTACCTCCTACGTTTGAAAAACAGCC^ 

ATGTCCCCACCAAGCAGCTTAGAGCTGCC^ 

TTCCCTGTACCAGAAATGGCTGTGTTGACATGGAGCA^ 

GGGAAAGACGGGAGAAGAAATTGTACTTCGGGTATTCTC 

GCCGGATGCAGCGTGCCACCGAGGGCAGGAAAGAAGAG 

CACC^GTTCTC^GTGCCTTGGGCCTTTCAGAAGC 

GGCAAGACAGAGAAAAGCCC^GTGAACATTCCGTCCGGATTCTTTACAATGGCGTCGA 
CTTTCTGCCAAGACCACCACAAGCGTTCT^ 

GGGACATGTTTGTAGCCCTGGGTGGCAGTGGTACAAATTATTATGATGCATGTCACAGGGAAGGATTC TAAA AGG 

TATGCAGTACAGCAGTATAGAATCCATGCCAATACAGAGCATAGGGAAAGGTCCACTTCTA 

TAAGGGTAGAAGATTATTGCTTTTTAAAGGCTA^^ 

AAGCACATTGCTGCAATGTGGTACGTGAATTGCTTGGTAC^ 

TATCMAGCCAGACTTCGCTTAGAATC^^ 

TCTTCTGGCCTGCCCCATGTTACTATGTGATGX}^^ 

TTTACCTTGTCCTTGTTAAGAATTTCTTGAAGTGATTTATCTAAAATAAAGGTTGGCAAACTTTTTCTGTAAAGG 
GCCAGATTGTAAATATTTCAGACTGTGTGGACCAAAA<^ 

TTCTGAAGCAGGAAAGCCACCACAGACAGTACATAAAGGAATATGTGTAGCTGGGTTCCCA 

GATGGTGACCAGACTTGGCCCCTGGGCTGTAGTTTGCTGACCCCTCATCTAAAAT^TAGGCTATACTACAATTGC 

ACTTCCAGCACTTTGAGAACGAGTTGAAT^ 

CAGAATTTGGTCTGTATCTGACACTAGAACAAAACTTGAGGG 

AACTGATTAGAAGAATACTTGATGTTTATGATGAOT^ 

CTGCTGTAGTCTATTTGCTGTATATGCTGAAATTTTTGTATGCCATTTAGTATTTTTATAGTTTAGGAAAATATT 
TTCTAAGACCAGTTTTAGATGACTCTTATTCCTGTAGTAATATTCAATTTGCTGTACCTGCTTGGTGGTTAGAAG 
GAGGCTAGAAGATGAATTCAGGCACTTTCTTCCAATAAAACTAATTATGGCTCA 
ACTGGATTCATTTTTAAACCATTTTCATCAGT^ 

AGAACTTTGCTATTAGGTAGTTTACAGATCTTTATAAGGTGTTTTATATATTAGAAGCAATTATAATTACATCTG 

TGATTTCTGAACTAATGGTGCTAATTCAGAGAAATGGAAAGTGAAAGTGAGATTCTCTGTTGT 

AACTTTTTCTCTTTGTTTTTGTCC^^ 



FIGURE 155 



>< /usr / s eqdb2 / s s t /DNA/Dnas eqs . min/ s s . DNA4 8 3 2 9 
xsubunit 1 of 1, 480 aa, 1 stop 
><MW: 55240, pi: 9.30, NX(S/T): 2 
MLFRNRFLLLLALAALLAFVSLSLQFFHLIPVSTPKNGM 

EALLYCNI PSVAERSMEGHAPHHFKLVSVHVFIRHGDRYPLYVI PKTKRPE IDCTLVANRKP 

YHPKLRAFISHMSKGSGASFESPI^NSIjPLYPNHPLCEMGELTQTGVVQHLQNGQLLRDIYLK 

KHKLLPNDWSADQLYLETTGKSRTLQSGLALLYGFLPDFDWKKIYFRHQPSALFCSGSCYCP 

VRNQYLEKEQRRQYLLRLKNSQLEKTYGEMAKIVDVPTKQLRAANPIDSMLCHFCHNV^ 

TRNGCVDMEHFKVIKTHQIEDERERREKKLYFGYSLLGAHPILNQTIGRMQRATEGRKEE 

ALYS AHDVTLS PVLS ALGLSEARFPRFAARL I FELWQDREKPSEHS VRI LYNGVDVTFHTS F 

CQDHHKRSPKPMCPLENLWFVKRDMFVALGGSGTNYYDACHREGF 



Signal sequence: 

amino acids 1-18 



FIGURE 156 

AAAAAAGCTCACTAAAGTTTCTATTAG^ 

GCTATTTAAGAGATAAAAACGAAATATCCTTTCTGGGAGTTC^GATTG 
GCCGCTGTTCACCAATCGGGGAGAGAAAAGCGGA 

AGCTAGGAATGAACCATCCCTGGGAGTATGTGGAAACAACGGAGGAGCTCTGACTTCCCAACTG^ 

GGGCGAAGGAACTGCTCCTGACTTCAGTGGTTAAGGGCAGAATTGAAAATAATTCT 

TCCTGCGCGACTGCACCGGGACTACAAAGGGCTTGTC 

ATGCACCCAGATACGCTATTCAGTTCCGGAAGAGCT 

GGGGCTGGAGCCCCGGGAGCTCGCGGAGCGCGGAGTCCGCATC^^ 

GAATCCGCGCAGCGGCAGCTTGGTCACGGCGGGCAGGATAGAC 

TCAATTAAATCTAGAC^TTCTGAT^ 

CGACAATGCGCCTTACTTTCGTGAAAGTGAATTAGAAATAAAAATO 

CCCTCTACCCCACGCCTGGGATCCGGATATCGGGAAGAAC^ 

CTTCTCCCTCATCGTGCAAAATGGAGCCGACGGTAGTAAGTACCC 

CGAAGAAAAGGCTGCTCACCACCTGGTCCTTACGGCCTC 

CATCCGCGTGATGGTTCTGGATGCGAACGACAACGCACCAC^ 

GGAGAATCTGGCCTTGGGCACGCAGCTGCTT 

GAGGTATTCCTTCCGGTATGTGGACGACAAGGCGGCCCAAGTTTTCAAACTAGATTG 

AAC7UVTAGGGGAGTTGGACCACGAGGAGT<^G^ 

TTCTGCGCGAGCGAAAGTCCTGATCACTGTTCT 

CGCCAGCTCGGTTCCCGAAAACTCTCCCAGAGGGACATTAATTGCCCTTTTAAATGTAAATGACCAA 

GGAAAACGGACAGGTGATCTGTTTCATCCAAGGAAATCTGCCCTTTAAATTAGAAAAATCTTACGGA 

TAGTTTAGTCACAGACATAGTCTTGGATAGGGAAG^^ 

GGGAACCCCGCCCCTATCCACGGAAACTCATATCTCGCTGAA 

CCCTCAGGCCTCCTATTCCGCTTAT^^ 

CGACCCCGACTGTGAAGAGAACGCCCAGATCACTTATTCCCTGGCTGAGAACACCATCCAAG 
GTCCTACGTGTCCATCAACTCCGACACTGGGGTACTGTATGCGCTGAGCTCCTTCGACTACGAGCAGTTCCGAGA 
CTTGCAAGTGAAAGTGATGGCGCGGGACAACGGGCACCCGCCCCTCAGCA 
GCTGGACCAGAACGACAATGCGCCCGAGATCCTGTACCCCGCCCTCCCCACGGACGG 

GGCTCCCCGCTCCGCAGAGCCCGGCTACCTGGTGACCAAGGTGGTGGCGGTGGACAGAGACTCCGGCCAGAACGC 

CTGGCTGTCCTACCGTCTGCTCAAGGCCAGCGAGCCGGGACTCTTCTCGGTGGGTCTGCAGA 

C^CGGCGCGAGCCCTGCTGGACAGAGACGCGCTCAAGCAGA^ 

CCCTCTCTCCGCCACTGTCA^ 

CCTCGAGTCTCCAGCTAACTCTGAAACCTCAGACCTCACTCTGTACCT 

CGTCTTCCTGGCCTTCGTCATCTTGCTGCT 

TTCAGGAGGCGGCTTGACAGGAGCGCCGGCGTC^ 

CTATTCCCACGAGGTTTCCCTCACCACGGACTCGCGC^ 

CATGCTCGTC^GCCAGGAGAGCTTTGAAAA 

CAGTCATGGGTTAATTGAGGTGAGTTTATATCAAATC 

TGGAGTGCAGCGGTACGATCATAGCTCACTGCGGCCTCAAACT 

CCGGTGTAACAGGGACTAC^GGTGCAAGCCACCTACTGTCTGCCTATCTATCTATCTATCTATCT 

CTATCTATCTATCTATCTATTACTTTCTTGTACAGACGGGAGTCTCACGCCTGTAATCCCAGTACTTTGGGAGGC 

CGAGGCGGGTGGATCACCTGAGGTTGGGAGTTT 

AAAAATACAAAATTAGCCGGGCGTGGTGGTGCATGTC 

TGCTTTAACCTGGGAGGTGGAGGTTGCAATGAGCT 

AAACTCTATCTCA 



FIGURE 157 



></usr/seqc3b2/sst/DNA/Dnaseqs.min/ss.DNA48306 
xsubunit 1 of 1, 916 aa, 1 stop 
><MW: 100204, pi: 4.92, NX(S/T): 4 

MIPARLHRDYKGLVLLGILLGTLWETGCTQIRYSVPEELEKGSRVGDISRDLGLEPRELAER 

GVRI I PRGRTQLFALNPRSGSLVTAGRIDREELCMGAIKCQLNLDILMEDKVKIYGVEVEVR 

DINDNAPYFRESELEIKISENAATEMRFPLPHAWDPDIGKNSLQSYELSPNTHFSLIVQNGA 

DGSKYPELVLKRALDREEKAAHHLVIiTASDGGDPWTGTARIRVMVI^ 

ASVPENLALGTQLLVWATDPDEGWAEV^^ 

ESGFYQMEVQAMDNAGYSARAKVTjITVLDVNDNAPEVVLT 

DQDSEENGQVICFIQGNLPFKLEKBYGNYYSLVTDIVLDREQVPSYNITVTATDRGTPPLST 
ETHI S LNVADTNDNP PVFPQAS YS AYI PENNPRGVSLVS VTAHDPDCEENAQI TYSLAENTI 
QGASLSSYVSINSDTGVLYALSSFDYEQFRDLQVKVMARDNGHPPLSSNVSLSLFVLDQNDN 
APEILYPALPTDGSTGVELAPRSAEPGYLVTKVVAVDRDSGQNAWLSYRLLKASEPGLFSVG 
LHTGE VRTARALLDRDAL KQS L WAVQDHGQ P PLS ATVTLTVAVADS I PQVLADLGS LE S PA 
NSETSDLTLYLVVAVAAVSCVPLAFVILLIiALRLRRW 

GVQAFLQTYSHEVSLTTDSRKSHLIFPQPNYADMLVSQESFEKSEPLLLSGDSVFSKDSHGL 
IEVSLYQIFFLFFFNCSVSQAGVQRYDHSSLRPQTPRLKQLSHLCLRCNRDYRCKPPTVCLS 
IYLSIYLSIYLSIYLLLSCTDGSLTPVIPVLWEAEAGGSPEVGSLRPA 

Signal sequence: 
amino acids 1-30 

Transmembrane domains: 

amino acids 693-711, 809-823, 869-888 



FIGURE 158 

CCCAGGCTCTAGTGCAGGAGGAGAAGGAGGAGGAGCAGGAGGTGGAGATTCCCAGTTAAAAG 

GCTCCAGAATCGTGTACCAGGCAGAGAACTGAAGTACTGGGGCCTCCTCCACTGGGTCCGAA 

TCAGTAGGTGACCCCGCCCCTGGATTCTGGAAGACCTCACCATGGGACGCCCCCGACCTCGT 

GCGGCCAAGACGTGGATGTTCCTGCTCTTGCTGGGGGGAGCCTGGGCAGGACACTCCAGGGC 

ACAGGAGGACAAGGTGCTGGK5GGGTCATGAGTGCCAACCCCATTCGCAGCCTTGGC^ 

CCTTGTTCCAGGGCCAGCAACTACTCTGTGGCGGTGTCCTTGTAGGTGGCAACTGGGTCCTT 

ACAGCTGCCCACTGTAAAAAACCGAAATACACAGTACGCCTGGGAGACCACAGCCTACAGAA 

TAAAGATGGCCC^GAGCAAGAAATACCTGTGGTTC 

GCAGCGATGTGGAGGACCACAACCATGATCTGATGCTTCTTCAACTGCGTGACCAGGCATCC 
CTGGGGTCCAAAGTGAAGCCCATCAGCCTGGCAGATCATTGCACCCAGCCTGGCCAGAAGTG 
CACCGTCTCAGGCTGGGGCACTGTCACCAGTCCCCGAGAGAATTTTCCTGACACTCTCAACT 
GTGCAGAAGTAAAAATCTTTCCCCAGAAGAAGTGTGAGGATGCTTACCCGGGGCAGATCACA 
GATGGCATGGTCTGTGCAGGCAGCAGCAAAGGGGCTGACACGTGCCAGGGCGATTCTGGAGG 
CCCCCTGGTGTGTGATGGTGCACTCCAGGGCATCACATCCTGGGGCTCAGACCCCTGTGGGA 
GGTCCGACAAACCTGGCGTCTATACCAACATCTGCCGCTACCTGGACTGGATCAAGAAGATC 
ATAGGCAGCAAGGGCTGATTCTAGGATAAGCACTAGATCTCCCTTAATAAACTCACAACTCT 
CTGGTTC 



FIGURE 159 



</usr/ seqdb2/ sst/DNA/Dnaseqs .min/ss .DNA48336 
<subunit 1 of 1, 260 aa f 1 stop 
<MW: 28048, pi: 7.87, NX(S/T): 1 

MGRPRPRAAKTWMFLLLLGGAWAGHSRAQEDK\nJGGHECQPHSQPWQAALFQGQQLLCGGVL 
VGGNWVLTAAHCKKPKYTVRLGDHSLQNKDGPEQE I PWQS I PHPCYNS SDVEDHNHDLMLL 
QLRDQASLGSKVKP ISLADHCTQPGQKCTVSGWGTVTSPRENFPDTLNCAEVKI FPQKKCED 
AYPGQITDGMVCAGSSKGADTCQGDSGGPLVCDGALQGITSWGSDPCGRSDKPGVYTNICRY 
LDWIKKIIGSKG 

Important Features: 
Signal peptide: 

amino acids 1-23 

Transmembrane domain: 
amino acids 51-71 

N-glycosylation site. 

amino acids 110-113 

Serine proteases, trypsin family, histidine active site, 
amino acids 69-74 and 207-217 

Tyrosine kinase phosphorylation site, 
amino acids 182-188 

Kr ingle domain proteins motif 

amino acids 205-217 



FIGURE 160 



GGCGCCGGTGCACCGGGCGGGCTGAGCGCCTCCTGCGGCCCGGCCTGCGCGCCCCGGCCCGC 
CGCGCCGCCCACGCCCCAACCCCGGCCCGCGCCCCCTAGCCCCCGCCCGGGCCCGCGCCCGC 
GCCCGCGCCCAGGTGAGCGCTCCGCCCGCCGCGAGGCCCCGCCCCGGCCCGCCCCCGCCCCG 
CCCCGGCCGGCGGGGGAACCGGGCGGATTCCTCGCGCGTCAAACCACCTGATCCCATAAAAC 
ATTCATCCTCCCGGCGGCCCGCGCTGCGAGCGCCCCGCCAGTCCGCGCCGCCGCCGCCCTCG 
CCCTGTGCGCCCTGCGCGCCCTGCGCACCCGCGGCCCGAGCCCAGCCAGAGCCGGGCGGAGC 
GGAGCGCGCCGAGCCTCGTCCCGCGGCCGGGCCGGGGCCGGGCCGTAGCGGCGGCGCCTGGA 
TGCGGACCCGGCCGCGGGGAGACGGGCGCCCGCCCCGAAACGACTTTCAGTCCCCGACGCGC 
CCCGCCCAACCCCTACGATGAAGAGGGCGTCCGCTGGAGGGAGCCGGCTGCTGGCATGGGTG 
CTGTGGCTGCAGGCCTGGCAGGTGGCAGCCCCATGCCCAGGTGCCTGCGTATGCTACAATGA 
GCCCAAGGTGACGACAAGCTGCCCCCAGCAGGGCCTGCAGGCTGTGCCCGTGGGCATCCCTG 
CTGCCAGCCAGCGCATCTTCCTGCACGGCAACCGCATCTCGCATGTGCCAGCTGCCAGCTTC 
CGTGCCTGCCGCAACCTCACCATCCTGTGGCTGCACTCGAATGTGCTGGCCCGAATTGATGC 
GGCTGCCTTCACTGGCCTGGCCCTCCTGGAGCAGCTGGACCTCAGCGATAATGCACAGCTCC 
GGTCTGTGGACCCTGCCACATTCCACGGCCTGGGCCGCCTACACACGCTGCACCTGGACCGC 
TGCGGCCTGCAGGAGCTGGGCCCGGGGCTGTTCCGCGGCCTGGCTGCCCTGCAGTACCTCTA 
CCTGCAGGACAACGCGCTGCAGGCACTGCCTGATGACACCTTCCGCGACCTGGGCAACCTCA 
CACACCTCTTCCTGCACGGCAACCGCATCTCCAGCGTGCCCGAGCGCGCCTTCCGTGGGCTG 
CACAGCCTCGACCGTCTCCTACTGCACCAGAACCGCGTGGCCCATGTGCACCCGCATGCCTT 
CCGTGACCTTGGCCGCCTCATGACACTCTATCTGTTTGCCAACAATCTATCAGCGCTGCCCA 
CTGAGGCCCTGGCCCCCCTGCGTGCCCTGCAGTACCTGAGGCTCAACGACAACCCCTGGGTG 
TGTGACTGCCGGGCACGCCCACTCTGGGCCTGGCTGCAGAAGTTCCGCGGCTCCTCCTCCGA 
GGTGCCCTGCAGCCTCCCGCAACGCCTGGCTGGCCGTGACCTCAAACGCCTAGCTGCCAATG 
ACCTGCAGGGCTGCGCTGTGGCCACCGGCCCTTACCATCCCATCTGGACCGGCAGGGCCACC 
GATGAGGAGCCGCTGGGGCTTCCCAAGTGCTGCCAGCCAGATGCCGCTGACAAGGCCTCAGT 
ACTGGAGCCTGGAAGACCAGCTTCGGCAGGCAATGCGCTGAAGGGACGCGTGCCGCCCGGTG 
ACAGCCCGCCGGGCAACGGCTCTGGCCCACGGCACATCAATGACTCACCCTTTGGGACTCTG 
CCTGGCTCTGCTGAGCCCCCGCTCACTGCAGTGCGGCCCGAGGGCTCCGAGCCACCAGGGTT 
CCCCACCTCGGGCCCTCGCCGGAGGCCAGGCTGTTCACGCAAGAACCGCACCCGCAGCCACT 
GCCGTCTGGGCCAGGCAGGCAGCGGGGGTGGCGGGACTGGTGACTCAGAAGGCTCAGGTGCC 
CTACCCAGCCTCACCTGCAGCCTCACCCCCCTGGGCCTGGCGCTGGTGCTGTGGACAGTGCT 
TGGGCCCTGCTGACCCCCAGCGGACACAAGAGCGTGCTCAGCAGCCAGGTGTGTGTACATAC 
GGGGTCTCTCTCCACGCCGCCAAGCCAGCCGGGCGGCCGACCCGTGGGGCAGGCCAGGCCAG 
GTCCTCCCTGATGGACGCCTGCCGCCCGCCACCCCCATCTCCACCCCATCATGTTTACAGGG 
TTCGGCGGCAGCGTTTGTTCCAGAACGCCGCCTCCCACCCAGATCGCGGTATATAGAGATAT 
GCATTTTATTTTACTTGTGTAAAAATATCGGACGACGTGGAATAAAGAGCTCTTTTCTTAAA 
AAAA 



FIGURE 161 



></usr/seqdb2/sst/DNA/Dnaseqs.min/ss.DNA44184 
xsubunit 1 of 1, 473 aa, 1 stop 
><MW: 50708, pi: 9*28, NX(S/T): 6 

MKRAS AGGSRLLAWVLWLQAWQVAAP C PGACVC YNE PKVTTS CPQQGLQAVPVG I PAAS QRI 

FLHGNRISHVPAASFRACRNLTILWLHSNVLARIDAAAFTGLAIjLEQLDLSDNAQLRS 

TFHGLGRLHTLHLDRCGLQELGPGLFRGLAALQYLYLQDNALQALPDDTFRDLGNLTHLFLH 

GNRISSVPERAFRGLHSLDRLLLHQNRVAHVHPHAFRDLGRLMTLYLFANNLSALPTEALAP 

LRALQYLRLNDNPWVCDCRARPLWAWLQK 

VATGPYHPIWTGRATDEEPLGLPKCCQPDAADKASVLEPGRPASAGNALKGRVPPGDSPPGN 
GSGPRHINDSPFGTLPGSAEPPLTAVRPEGSEPPGFPTSGPRRRPGCSRKNRTRSHCRLGQA 
GSGGGGTGDSEGSGALPSLTCSLTPLGLALVLWTVLGPC 

Important features: 
Signal peptide: 

amino acids 1-26 

Leucine zipper pattern. 

amino acids 135-156 

Glycosaminoglycan attachment site, 
amino acids 436-439 

N-glycosylation site. 

amino acids 82-85, 179-183, 237-240, 372-375 and 423-426 

VWFC domain 

amino acids 411-425 



FIGURE 162 



GGAAGTCCACGGGGAGCTTGGATGCCAAAGGGAGGACGGCTGGGTCCTCTGGAGAGGACTAC 
TCACTGGCATATTTCTGAGGTATCTGTAGAATAACCACAGCCTCAGATACTGGGGACTTTAC 
AGTCCCACAGAACCGTCCTCCCAGGAAGCTGAATCCAGCAAGAAC AATGG AGGCCAGCGGGA 
AGCTCATTTGCAGACAAAGGCAAGTCCTTTTTTCCTTTCTCCTTTTGGGCTTATCTCTGGCG 
GGCGCGGCGGAACCTAGAAGCTATTCTGTGGTGGAGGAAACTGAGGGCAGCTCCTTTGTCAC 
CAATTTAGCAAAGGACCTGGGTCTGGAGCAGAGGGAATTCTCCAGGCGGGGGGTTAGGGTTG 
TTTCCAGAGGGAACAAACTACATTTGCAGCTCAATCAGGAGACCGCGGATTTGTTGCTAAAT 
GAGAAATTGGACCGTGAGGATCTGTGCGGTCACACAGAGCCCTGTGTGCTACGTTTCCAAGT 
GTTGCTAGAGAGTCCCTTCGAGTTTTTTCAAGCTGAGCTGCAAGTAATAGACATAAACGACC 
ACTCTCCAGTATTTCTGGACAAACAAATGTTGGTGAAAGTATCAGAGAGCAGTCCTCCTGGG 
ACTACGTTTCCTCTGAAGAATGCCGAAGACTTAGATGTAGGCCAAAACAATATTGAGAACTA 
TATAATCAGCCCCAACTCCTATTTTCGGGTCCTCACCCGCAAACGCAGTGATGGCAGGAAAT 
ACC CAGAGCTGGTGCTGGAC AAAGCGCTGGAC CGAGAGGAAGAAGCTGAGCTCAGGTTAACA 
CTCACAGCACTGGATGGTGGCTCTCCGCCCAGATCTGGCACTGCTCAGGTCTACATCGAAGT 
CCTGGATGTCAACGATAATGCCCCTGAATTTGAGCAGCCTTTCTATAGAGTGCAGATCTCTG 
AGGACAGTCCGGTAGGCTTCCTGGTTGTGAAGGTCTCTGCCACGGATGTAGACACAGGAGTC 
AACGGAGAGATTTCCTATTCACTTTTCCAAGCTTCAGAAGAGATTGGCAAAACCTTTAAGAT 
CAATCCCTTGACAGGAGAAATTGAACTAAAAAAACAA.CTCGATTTCGAAAAACTTCAGTCCT 
ATGAAGTCAATATTGAGGCAAGAGATGCTGGAACCTTTTCTGGAAAATGCACCGTTCTGATT 
CAAGTGATAGATGTGAACGACCATGCCCCAGAAGTTACCATGTCTGCATTTACCAGCCCAAT 
ACCTGAGAACGCGCCTGAAACTGTGGTTGCACTTTTCAGTGTTTCAGATCTTGATTCAGGAG 
AAAATGGGAAAATTAGTTGCTCCATTCAGGAGGATCTACCCTTCCTCCTGAAATCCGCGGAA 
AACTTTTACACCCTACTAACGGAGAGACCACTAGACAGAGAAAGCAGAGCGGAATACAACAT 
CACTATCACTGTCACTGACTTGGGGACCCCTATGCTGATAACACAGCTCAATATGACCGTGC 
TGATCGCCGATGTCAATGACAACGCTCCCGCCTTCACCCAAACCTCCTACACCCTGTTCGTC 
CGCGAGAACAACAGCCCCGCCCTGCACATCCGCAGCGTCAGCGCTACAGACAGAGACTCAGG 
CACC^CGCCCAGGTCACCTACTCGCTGCTGCCGCCCCAGGACCCGCACCTGCCCCTCACAT 
CCCTGGTCTCCATCAACGCGGACAACGGCCACCTGTTCGCCCTCAGGTCTCTGGACTACGAG 
GCCCTGCAGGGGTTCCAGTTCCGCGTGGGCGCTTCAGACCACGGCTCCCCGGCGCTGAGCAG 
CGAGGCGCTGGTGCGCGTGGTGGTGCTGGACGCCAACGACAACTCGCCCTTCGTGCTGTACC 
CGCTGCAGAACGGCTCCGCGCCCTGCACCGAGCTGGTGCCCCGGGCGGCCGAGCCGGGCTAC 
CTGGTGACCAAGGTGGTGGCGGTGGACGGCGACTCGGGCCAGAACGCCTGGCTGTCGTACCA 
GCTGCTCAAGGCCACGGAGCTCGGTCTGTTCGGCGTGTGGGCGCACAATGGCGAGGTGCGCA 
CCGCCAGGCTGCTGAGCGAGCGCGACGCGGCCAAGCACAGGCTGGTGGTGCTGGTCAAGGAC 
AATGGCGAGCCTCCGCGCTCGGCCACCGCCACGCTGCACGTGCTCCTGGTGGACGGCTTCTC 
CCAGCCCTACCTGCCTCTCCCGGAGGCGGCCCCGACCCAGGCCCAGGCCGACTTGCTCACCG 
TCTACCTGGTGGTGGCGTTGGCCTCGGTGTCTTCGCTCTTCCTCTTTTCGGTGCTCCTGTTC 
GTGGCGGTGCGGCTGTGTAGGAGGAGCAGGGCGGCCTCGGTGGGTCGCTGCTTGGTGCCCGA 
GGGCCCCCTTCCAGGGCATCTTGTGGACATGAGCGGCACCAGGACCCTATCCCAGAGCTACC 
AGTATGAGGTGTGTCTGGCAGGAGGCTCAGGGACCAATGAGTTCAAGTTCCTGAAGCCGATT 
ATCCCCAACTTCCCTCCCCAGTGCCCTGGGAAAGAAATACAAGGAAATTCTACCTTCCCCAA 
TAACTTTGGGTTCAATATTCA GTGA CCATAGTTGACTTTTACATTCCATAGGTATTTTATTT 
TGTGGCATTTCCATGCCAATGTTTATTTCCCCCAATTTGTGTGTATGTAATATTGTACGGAT 
TTACTCTTGATTTTTCTCATGTTCTTTCTCCCTTTGTTTTAAAGTGAACATTTACCTTTATT 
CCTGGTTCTT 



FIGURE 163 



</usr/seqdb2/sst/DNA/Dnaseqs.min/ss.DNA48314 
<subunit 1 of 1, 798 aa, 1 stop 
<MW: 87552, pi: 4.84, NX(S/T): 5 
MEASGKLICRQRQVLFSFLLLGLSIAGAAEP 

RGVRVVSRGNKLHLQLNQETADLLIjNEKLDREDLCGHTEPCVLRFQVLLESPFEFFQAELQV 
I D INDHS PVFLDKQML VKVS E S S P PGTT F P LKNAEDLD VGQNN I ENY IIS PNS YFRVLTRKR 
SDGRKYPELVLDKALDREEEAELRLTLTALDGGSPPRSGTAQVYIEVLDVNDNAPEFEQPFY 
RVQI SEDS PVGFLWKVSATDVDTGVNGE I S YS LFQAS EE I GKT FKI NPLTGE I ELKKQLDF 
EKLQSYEVNIEARDAGTFSGKCTVLIQVIDVNDHAPEVTMSAFTSPIPENAPETVVALFSV^ 
DLDSGENGKISCSIQEDLPFLLKSAENFYTLLTERPLDRESRAEYNITITVTDLGTPMLITQ 
LNMTVLIADYNDNAPAFTQTSYTLFVRENNSPALHIRSVSATDRDSGTNAQVTYSLLPPQDP 
HLPLTS LVS INADNGHLFALRSLDYEALQGFQFRVGASDHGS PALS S EALVRVWLDANDNS 
PFVLYPLQNGSAPCTELVPRAAEPGYLVTKWAVDGDSGQNAWLSYQLLKATELGLFGVWAH 
NGEVRTARLLSERDAAKHRLVVLVKDNGEPPRSATATLHVLLVDGFSQPYLPLPEAAPTQAQ 
ADLLTVYLWALASVSSLFLFSVLLFVAVRLCRRSRAASVGRCLVPEGPLPGHLVDMSGTRT 
LSQS YQYEVCLAGGSGTNEFKFLKPI I PNFPPQCPGKEIQGNSTFPNNFGFNIQ 

Important features: 
Signal peptide: 

amino acids 1-26 

Transmembrane domain: 

amino acids 685-712 

Cadherins extracellular repeated domain signature. 

amino acids 122-132, 231-241, 336-346, 439-449 and 549-559 

ATP/GTP -binding site motif A (P-loop) . 

amino acids 285-292 

N-glycosylation site. 

amino acids 418-421, 436-439, 567-570 and 786-789 



FIGURE 164 



ACCCACGCGTCCGCCCACGCGTCCGCCC71CGCGTCCGCCCACGCGTCCGCGCGTAGCCGTGC 
GCCGATTGCCTCTCGGCCTGGGCAATGGTCCCGGCTGCCGGTCGACGACCGCCCCGCGTCAT 
GCGGCTCCTCGGCTGGTGGCAAGTATTGCTGTGGGTGCTGGGACTTCCCGTCCGCGGCGTGG 
AGGTTGCAGAGGAAAGTGGTCGCTTATGGTCAGAGGAGCAGCCTGCTCACCCTCTCCAGGTG 
GGGGCTGTGTACCTGGGTGAGGAGGAGCTCCTGCATGACCCGATGGGCCAGGACAGGGCAGC 
AGAAGAGGCCAATGCGGTGCTGGGGCTGGACACCCAAGGCGATCACATGGTGATGCTGTCTG 
TGATTCCTGGGGAAGCTGAGGACAAAGTGAGTTCAGAGCCTAGCGGCGTCACCTGTGGTGCT 
GGAGGAGCGGAGGACTCAAGGTGCAACGTCCGAGAGAGCCTTTTCTCTCTGGATGGCGCTGG 
AGCACACTTCCCTGACAGAGAAGAGGAGTATTACACAGAGCCAGAAGTGGCGGAATCTGACG 
CAGCCCCGACAGAGGACTCCAATAACACTGAAAGTCTGAAATCCCCAAAGGTGAACTGTGAG 
GAGAGAAACATTACAGGATTAGAAAATTTCACTCTGAAAATTTTAAATATGTCACAGGACCT 
TATGGATTTTCTGAACCCAAACGGTAGTGACTGTACTCTAGTCCTGTTTTACACCCCGTGGT 
GCCGCTTTTCTGCCAGTTTGGCCCCTCACTTTAACTCTCTGCCCCGGGCATTTCCAGCTCTT 
CACTTTTTGGCACTGGATGCATCTCAGCACAGCAGCCTTTCTACCAGGTTTGGCACCGTAGC 
TGTTCCTAATATTTTATTATTTCAAGGAGCTAAACCT^ATGGCCAGATTTAATCATACAGATC 
GAACACTGGAAACACTGAAAATCTTCATTTTTAATCAGACAGGTATAGAAGCCAAGAAGAAT 
GTGGTGGTAACTCAAGCCGACCAAATAGGCCCTCTTCCCAGCACTTTGATAAAAAGTGTGGA 
CTGGTTGCTTGTATTTTCCTTATTCTTTTTAATTAGTTTTATTATGTATGCTACCATTCGAA 
CTGAGAGTATTCGGTGGCTAATTCCAGGACAAGAGCAGGAACATGTGGA GTAG TGATGGTCT 
GAAAGAAGTTGGAAAGAGGAACTTCAATCCTTCGTTTCAGAAATTAGTGCTACAGTTTCATA 
CATTTTCTCCAGTGACGTGTTGACTTGAAACTTCAGGCAGATTAAAAGAATCATTTGTTGAA 
CAACTGAATGTATAAAAAAATTATAAACTGGTGTTTTAACTAGTATTGCAATAAGCAAATGC 
AAAAATATTCAATAG 



FIGURE 165 



></usr/seqdb2/sst/DNA/Dnaseqs.min/ss,DNA48333 
xsubunit 1 of 1, 360 aa, 1 stop 
><MW: 39885, pi: 4.79, NX(S/T): 7 

MVPAAGRRP PRVMRLLGWWQVLLWVLGL PVRGVE VAE E S GRLWS EEQPAHPLQVGAVYIiGEE 
ELLHDPMGQDRAAEEi^AVLGLDTQGDHMVMLSVIPGEAEDKVSSEPSGVTCGAGGAEDSRC 
NVRESLFSLDGAGAHFPDREEEYYTEPEVAESDAAPTEDSNNTESLKSPKVNCEERNITGLE 
NFTLKILNMSQDLMDFLNPNGSDCTLVLFYTPWCRFSA£3 

QHS SLSTRFGTVAVPNI LLFQGAKPMARFNHTDRTLETLKI F I FNQTG I EAKKNVWTQADQ 
IGPLPSTLIKSVDWLLVFSLFFLISFIMYATIRTESIRWLIPGQEQEHVE 

Important features : 
Signal peptide: 

amino acids 1-25 

Transmembrane domain: 

amino acids 321-340 

Homologous region to dilsufide isomerase 

amino acids 212-302 

N-glycosylation site. 

amino acids 165-168, 181-184, 187-190, 194-197, 206-209, 278-281 
and 293-296 

Thioredoxin domain 

amino acids 211-227 



FIGURE 166 



CCCGGCTCCGCTCCCTCTGCCCCCTCGGGGTCGCGCGCCCACGATGCTGCAGGGCCCTGGCT 
CGCTGCTGCTGCTCTTCCTCGCCTCGCACTGCTGCCTGGGCTCGGCGCGCGGGCTCTTCCTC 
TTTGGCCAGCCCGACTTCTCCTACAAGCGCAGCAATTGCAAGCCCATCCCGGTCAACCTGCA 
GCTGTGCCACGGCATCGAATACCAGAACATGCGGCTGCCCAACCTGCTGGGCCACGAGACCA 
TGAAGGAGGTGCTGGAGCAGGCCGGCGCTTGGATCCCGCTGGTCATGAAGCAGTGCCACCCG 
GACACCAAGAAGTTCCTGTGCTCGCTCTTCGCCCCCGTCTGCCTCGATGACCTAGACGAGAC 
CATCCAGCCATGCCACTCGCTCTGCGTGCAGGTGAAGGACCGCTGCGCCCCGGTCATGTCCG 
CCTTCGGCTTCCCCTGGCCCGACATGCTTGAGTGCGACCGTTTCCCCCAGGACAACGACCTT 
TGCATCCCCCTCGCTAGCAGCGACCACCTCCTGCCAGCCI^CCGAGGAAGCTCCAAAGGTATG 
TGAAGCCTGCAAAAATAAAAATGATGATGACAACGACATAATGGAAACG 

ATTTTGCACTGAAAATAAAAGTGAAGGAGATAACCTACATCAACCGAGATACCAAAATCATC 
CTGGAGACCAAGAGCAAGACCATTTACAAGCTGAACGGTGTGTCCGAAAGGGACCTGAAGAA 
ATCGGTGCTGTGGCTCAAAGACAGCTTGCAGTGCACCTGTGAGGAGATGAACGACATCAACG 
CGCCCTATCTGGTCATGGGACAGAAACAGGGTGGGGAGCTGGTGATCACCTCGGTGAAGCGG 
TGGCAGAAGGGGCAGAGAGAGTTCAAGCGCATCTCCCGCAGCATCCGCAAGCTGCAGTGCTA 
GTCCCGGCATCCTGATGGCTCCGACAGGCCTGCTCCAGAGCACGGCTGACCATTTCTGCTCC 
GGGATCTCAGCTCCCGTTCCCCAAGCACACTCCTAGCTGCTCCAGTCTCAGCCTGGGCAGCT 
TCCCCCTGCCTTTTGCACGTTTGCATCCCCAGCATTTCCTGAGTTATAAGGCCACAGGAGTG 
GATAGCTGTTTTCACCTAAAGGAAAAGCCCACCCGAATCTTGTAGAAATATTCAAACTAATA 
AAAT CATGAAT ATTTTAA 



FIGURE 167 



></usr/seqdb2/sst/DNA/Dnaseqs.min/ss .DNA50920 
xsubunit 1 of 1, 295 aa, 1 stop 
><MW: 33518, pi: 7.74, NX(S/T): 0 

MLQGPGSLLLLFLASHCCLGSARGLFLFGQPDFSYKRSNCKPIPVNLQLCHGIEYQNMRLPN 
LLGHETMKEVLEQAGAWIPLVMKQCHPDTKKFLCSLFAPVCLDDLDETIQPCHSLCVQVKDR 
CAPVMSAFGFPWPDMLECDRFPQDNDLCIPLASSDHLLPATEEAPKVCEACKNKNDDDNDIM 
ETLCKNDFALKIKVKEITYINRDTKIILETKSKTIYKLNGVSERDLKKSVLWLKDSLQCTCE 
EMNDINAPYLWGQKQGGELVITSVKRWQKGQREFKRISRSIRKLQC 

Important features : 
Signal peptides 

amino acids 1-20 

Cysteine rich domain, homolgous to frizzled N terminus 

amino acids 6-153 



FIGURE 168 



GTGGAGGCCGCCGACGATGGCGGGGCCGACGGAGGCCGAGACGGGGTTGGCCGAGCCCCGGG 

CCCTGTGCGCGCAGCGGGGCCACCGCACCTACGCGCGCCGCTGGGTGTTCCTGCTCGCGATC 

AGCCTGCTCAACTGCTCCAACGCCACGCTGTGGCTCAGCTTTGCACCTGTGGCTGACGTCAT 

TGCTGAGGACTTGGTCCTGTCCATGGAGCAGATCAACTGGCTGTCACTGGTCTACCTCGTGG 

TATCCACCCCATTTGGCGTGGCGGCCATCTGGATCCTGGACTCCGTCGGGCTCCGTGCGGCG 

ACCATCCTGGGTGCGTGGCTGAACTTTGCCGGGAGTGTGCTACGCATGGTGCCCTGCATGGT 

TGTTGGGACCCAAAACCCATTTGCCTTCCTCATGGGTGGCCAGAGCCTCTGTGCCCTTGCCC 

AGAGCCTGGTCATCTTCTCTCCAGCCAAGCTGGCTGCCTTGTGGTTCCCAGAGCACCAGCGA 

GCCACGGCCAACATGCTCGCCACCATGTCGAACCCTCTGGGCGTCCTTGTGGCCAATGTGCT 

GTCCCCTGTGCTGGTCAAGAAGGGTGAGGACATTCCGTTAATGCTCGGTGTCTATACCATCC 

CTGCTGGCGTCGTCTGCCTGCTGTCCACCATCTGCCTGTGGGAGAGTGTGCCCCCCACCCCG 

CCCTCTGCCGGGGCTGCCAGCTCCACCTCAGAGAAGTTCCTGGATGGGCTCAAGCTGCAGCT 

CATGTGGAACAAGGCCTATGTCATCCTGGCTGTGTGCTTGGGGGGAATGATCGGGATCTCTG 

CCAGCTTCTCAGCCCTCCTGGAGCAGATCCTCTGTGCAAGCGGCCACTCCAGTGGGTTTTCC 

GGCCTCTGTGGCGCTCTCTTCATCACGTTTGGGATCCTGGGGGCACTGGCTCTCGGCCCCTA 

TGTGGACCGGACCAAGCACTTCACTGAGGCCACCAAGATTGGCCTGTGCCTGTTCTCTCTGG 

CCTGCGTGCCCTTTGCCCTGGTGTCCCAGCTGCAGGGACAGACCCTTGCCCTGGCTGCCACC 

TGCTCGCTGCTCGGGCTGTTTGGCTTCTCGGTGGGCCCCGTGGCCATGGAGTTGGCGGTCGA 

GTGTTCCTTCCCCGTGGGGGAGGGGGCTGCCACAGGCATGATCTTTGTGCTGGGGCAGGCCG 

AGGGAATACTCATCATGCTGGCAATGACGGCACTGACTGTGCGACGCTCGGAGCCGTCCTTG 

TCCACCTGCCAGCAGGGGGAGGATCCACTTGACTGGACAGTGTCTCTGCTGCTGATGGCCGG 

CCTGTGCACCTTCTTCAGCTGCATCCTGGCGGTCTTCTTCCACACCCCATACCGGCGCCTGC 

AGGCCGAGTCTGGGGAGCCCCCCTCCACCCGTAACGCCGTGGGCGGCGCAGACTCAGGGCCG 

GGTGTGGACCGAGGGGGAGCAGGAAGGGCTGGGGTCCTGGGGCCCAGCACGGCGACTCCGGA 

GTGCACGGCGAGGGGGGCCTCGCTAGAGGACCCCAGAGGGCCCGGGAGCCCCCACCCAGCCT 

GCCACCGAGCGACTCCCCGTGCGCAAGGCCCAGCAGCCACCGACGCGCCCTCCCGCCCCGGC 

AGACTCGCAGGCAGGGTCCAAGCGTCCAGGTTTATTGACCCGGCTGGGTCTCACTCCTCCTT 

CTCCTCCCCGTGGGTGATCACGTAGCTGAGCGCCTTGTAGTCCAGGTTGCCCGCCACATCGA 

TGGAGGCGAACTGGAACATCTGGTCCACCTGCGGGCGGGGGCGAAAGGGCTCCTTGCGGGCT 

CCGGGAGCGAATTACAAGCGCGCACCTGAAAA 



FIGURE 169 



></usr/seqdb2/sst/DNA/Dnaseqs .min/ss .DNA50988 
xsubunit 1 of 1, 560 aa, 1 stop 
><MW: 58427, pi: 6.86, NX(S/T): 2 
MAGPTEAETGLAEPRALCAQRGHRTYARRWVFLLAISLLNC 
LSMEQINWLSLVYLVVSTPFGVAAIWILDSVGLRAATIL^ 

PFAFLMGGQS LCALAQS LVI F S PAKLAALWF PEHQRATANMLATMSNPLGVLVANVLS PVXjV 
KKGED I PLMLGVYT I PAG WC LLS T I CLWE S VP PTP PS AGAAS STS EKFLDGLKLQLMWNKA 
YVILAVCLGGMIGISASFSALIjEQILCASGHSSGFSGLCGALFITFGILGAIjALGPYVDRTK 
HFTEATKIGLCLFSl^CVPFALVSQLQGQTLALAATCSLLGLFGFSVGPVAMELAVECSFPV 
GEGAATGMIFVLGQAEGILIMLAMTALTV^ 

SCILAVFFHTPYRRLQAESGEPPSTRNAVGGADSGPGVDRGGAGRAGVLGPSTATPECTARG 
ASLEDPRGPGS PHPACHRATPRAQGPAATDAPSRPGRLAGRVQASRF IDPAGSHS SFS S PWVI T 

Important features : 
Signal peptide: 

amino acids 1-44 

Transmembrane domains : 

amino acids 61-79, 98-112, 126-146, 169-182, 201-215, 248-268, 
280-300, 318-337, 341-357, 375-387, 420-441 

N-glycosylation site. 

amino acids 40-43 and 43-46 

Glycosaminoglycan attachment site. 

amino acids 468-471 



FIGURE 170 



GTCCCACATCCTGCTCAACTGGGTCAGGTCCCT 

TAGTTCCCCAGTAGGGGGTCTCCCCTGKSCAAT^ 

TGGCCTTGCCTTGGGGTCCTGCTTGTTTCATAATCATC^ 

AAGGAGCACGGGGCTGATCAAGCCATCCAGGAAA 

TCTGAATCTAGCCCACTTGGCGGTAAGCM 

CTACTTATTTCTTTTAGGGGATTC^ 

ATCTGGTACAGTGATCGGGAAGCTGTCCCAGGAACTGGGCC 

CCAGGTGTTGCAGCTGCCTCAGGCGCTCCCCZATTCAGGTGGACTCT 

GCTGGATCGAGAGCAGCTGTGCCGACAGTGGGATCCCTGCCT^ 

GGCTCTGATCCATGTGGAGATCCAAGTGCTGGACA^ 

GCTGGAAATCTCTGAGAGCGCCTCTCTGCGAACCCGGATCC^ 

TAACACCCTGCACACCTACACTCTGTCTCCCA^ 

CAAACATGCAGAACTCATAGTGGTGAAGGLAGCTGGAC^ 

CTATGAGAATGGGAACCCCCCCAAGTCAGGTACC^ 

CCCTGCGTTTGCTGAGAGTTCACTGGCACTG^^ 

GACCGCCACAGACCCTGACCAAGGCCCCAATGGGGAGGTGGAGTTCTTCCTCAGTAAGCACA 

GCTGGACACCTTCAGTATTGATGCCAAGACAGGCCAGGTCATTCTGCGTCGACCTCTAGACTAT 

TGCCTACGAGGTGGATGTTCAGGCAAGGGACCTGGGTCCCAATCCTATCCCAGCCCATTGGAAAG 

GGTTCTGGATGTCAATGACAACATCCCAAG^ 

TCTTCCCAAGGACAGTTTTATTGCTCTTG^ 

CTGGCTGAGCCAAGAGCTGGGCCACTTCAGGCTGAAAAGA^ 

CACACTGGACAGAGAGCAGTGGCCCAAATATACCCT 

AGCCAAGAAACAGCTCAGCATTCAGATCAGTGACATCAACGAGAATG 

AGTCTCCACGCGGGAAAACAACTTACCCTCTCTTCACCT 

TAATGGAAAAGTCTCATACCGCATCCAGGACTCCCCAGTTGCTCACTTAGTAGCTA 
GGTCACTGCTCAGAGGTCACTGAACTATGAAG^ 

GCAACCCATGCTTGGATCCAGTGTCTCTGTGTGGGTCAGCCTCTTGGATGCC^ 

CC^GCCTGTGCTCAGCGATGGAAAAGC(^GCCTCTCCGTGCTTGTGAATGCCTCCACAGGCCACCTGCTGGTGCC 
CATCGAGACTCCCAATGGCTTGGGCCCAGCGGGCACTG 
CCTTTTGACAACCATTGTGGCAAGAGATGCAGACTCGGGGGCAAATGGAG^ 
AAATGAAGCCCACCTCTTCATCCTC^ 

CATTGGGAGTGAGTGGGAGCTGGAGATAGTAGTAGAGGACCAGGGAAGCCCCCCCTTACAGACCCGAGCCCTGl^ 

GAGGGTCATGTTTGTCACCAGTGTGGACGACC^ 

GCTGACGGTGATCTGCCTGGCTGTACTGTTGGGCATCTT 

GACAGAAAAGAAGGACAACAGGGCCTACAACTGTCGGGAGGCCGAGTCCACCT 

CCAGAAACACATTCAGAAGGCAGACATCCACCTCGT^ 

CGGGCAGTCCCACAAAGATGTGGACAAGGAGGCGAT 

CCACCTCACCCCGACCCTGTACAGGACGCTGCGTAATCZAAGGCAACCAGGGAGC^ 

GCTGCAAGAGACGGTCAACCTCCTTTTCAAC 

CGAGCCCCAGCCTGCCACAGGCCAGCCACGTTCCAGGC^ 

TGGAGACCAGGGCAGTGAGGAAGCCCCACAGAGGCCACCAGCCTCCTCTGC^ 
CAATGGCAAAGTGTCCCCTGAGAAAGAATCAGGGCCCCGT 
TGCCTTCGCCGAGCGGAACCCCGTGGAGGAGCT 
GTCCTTGCTGCATCAGGGCCAATTCCAGCCCAAAC^^ 

CAGCAGGAGTGCAATCCCAGACACAGATGGCCCAAGTGCAAGGGCTGGAG^ 

AGGGCCTTTGGATCCTGAAGAGGACCTCTCTGTGAAGCAACTGCTAGAAGAAGAGCTGTCAAGTCTGCTGGACCC 

CAGCAGAGGTCTGGCCCTGGACCGGCTGAGCGCCCCTGACCCGGCCTGGATGGCGAGACTCTCTTTGCCCCT 

CACCAACTACCGTGACAATGTGATCTCCCCGGATC 

CAAGGCAGAGGC^CCAGAGCTGAGCCCAACAGGCACGAGGCT 

GCTGGAGATGCTGCTGKaAACAGCGCTCC^^ 

CTGCGGGAGGACCCTCAGTTTAGACTTGGCCACCAGTGC^ 

AAAGACGGGGACTGAGGGCAAGAGCAGAGGCAGCAGCAGCAGCAGCAGGT 

CTGGATCCAAGAACC7VGGGGCCTGAGGATCTGTGGACAAGAGCTGGTTTCTAAAATCT 

CGGCGK3CCTGAGAACTTTAGGGTGACTGATGCTACC^ 

TGA.CCAAAGCAGCCCCTTGTAAGCAGCTCTGAGTCTTTTGGAGGACAGGGACGGTTTGTGGCTGAGATAA 
TCCTGGCAAAACATATGTGGAGCACAAAGGGTC^GTCCTCTGGCAGAACAG 
AAAGGGTGGCCTTCTTGGGTAGCAGGAGTCAGGGGGCTGTACCCTGGGGGTC 
CAATAAAGGAAAAGCAGTAAAAAAAAAAAAAAAAAAAA 



FIGURE 171 



</usr/seqdb2/sst/DNA/Dnaseqs .min/ss .DNA48331 
<subunit 1 of 1, 1184 aa, 1 stop 
<MW: 129022, pi: 5.20, NX(S/T): 5 

MMQLLQLLLGLLGPGGYLFLLGDCQEVTTLTVKYQVSEEVPSGTVIGKLSQELGREERRRQA 
GAAFQVLQLPQALP I QVDSEEGLLSTGRRLDREQLCRQWDPCLVSFDVLATGDLAL IHVE IQ 
VLDINDHQPRFPKGEQELEISESASLRTRIPLDRALDPDTGPNTLHTYTLSPSEHFALDVIV 
GPDETKHAELIVVKELDREIHSFFDLVLTAYDNGNPPKSGT^ 

LALEIQEDAAPGTLLIKLTATDPDQGPNGEVEFFLSKHMPPEVIjDTFSIDAXTGQVIIjRRPL 

DYEKNPAYEVDVQARDLGPNPIPAHCKVLIKVLDVNDNIPSIHVTWASQPSLV 

IALVMADDLDSGHNGLVHCWIiSQELGHFRLKRTNGNTYMLLTNAT^ 

QGLQPLSAKKQLSIQISDINDNAPVFEKSRYEVSTRENNLPSLHLITIKAHDADLGINGKVS 
YRIQDSPVAHLVAIDSOTGEVTAQRSLNYEEMAGFEFQVIAEDSGQPMLASS 
NDNAPEWQPVLSDGKASLSVLVNASTGHLLVPIETPNGLGPAGTDTPPLATHSSRPFIiLTT 
IVARDADSGANGEPLYSIRNGNEAHLFILNPHTC^ 

PPLQTRALLRVMFWSVDHLRDSARKPGALSMSMLTVI CLAVLLGI FGLI LALFMS I CRTEK 
KDNRAYNCREAESTYRQQPKRPQKHIQKAD^ 

GWDPCLQAPFHLTPTLYRTLRNQGNQGAPAESREVLQDTVNLLFNHPRQRNASRENLiNLPEP 
QPATGQPRSRPLKVAGSPTGRLAGDQGSEEAPQRPPASSATLRRQRHLNGKVSPEKESGPRQ 
ILRSLVR.LSVAAFAERNPVEELTVDSPPVQQISQLLSLLHQGQFQPKPNHRGNKYLAKPGGS 
RSAIPDTDGPSARAGGQTDPEQEEGPLDPEEDLSVKQLLEEELSSLLDPSTGLALDRLSAPD 
PAWMARLSLPLTTNYRDNVISPDAAATEEPRTFQTFGKAEAPEIiSPTGTRLASTFVSEMSSIj 
LEMLLEQRSSMPVEAASEALRRLSVCGRTLSLDLATSAASGMKVQGDPGGKTGTEGKSRGSS 
SSSRCL 

Important features : 
Signal peptide: 
amino acids 1-13 
Transmembrane domain: 
amino acids 719-739 
N-glycosylation site. 

amino acids 415-418, 582-585, 659-662, 662-665 amd 857-860 
Cadherins extracellular repeated domain signature. 

amino acids 123-133, 232-242, 340-350, 448-458 and 553-563 



FIGURE 172 



CGGACGCGTGGGCGGACGCGTGGGGGAGAGCCGCAGTCCCGGCTGCAGCACCTGGGAGAAGG 

CAGACCGTGTGAGGGGGCCTGTGGCCCCAGCGTGCTGTGGCCTCGGGGAGTGGGAAGTGGAG 

GCAGGAGCCTTCCTTACACTTCGC CATGA GTTTCCTCATCGACTCCAGCATCATGATTACCT 

CCCAGATACTATTTTTTGGATTTGGGTGGCTTTTCTTCATGCGCCAATTGTTTAAAGACTAT 

GAGATACGTCAGTATGTTGTACAGGTGATCTTCTCCGTGACGTTTGCATTTTCTTGCACCAT 

GTTTGAGCTCATCATCTTTGAAATCTTAGGAGTATTGAATAGCAGCTCCCGTTATTTTCACT 

GGAAAATGAACCTGTGTGTAATTCTGCTGATCCTGGTTTTCATGGTGCCTTTTTACATTGGC 

TATTTTATTGTGAGCAATATCCGACTACTGCATAAACAACGACTGCTTTTTTCCTGTCTCTT 

ATGGCTGACCTTTATGTATTTCTTCTGGAAACTAGGAGATCCCTTTCCCATTCTCAGCCCAA 

AACATGGGATCTTATCCATAGAACAGCTCATCAGCCGGGTTGGTGTGATTGGAGTGACTCTC 

ATGGCTCTTCTTTCTGGATTTGGTGCTGTCAACTGCCCATACACTTACATGTCTTACTTCCT 

CAGGAATGTGACTGACACGGATATTCTAGCCCTGGAACGGCGACTGCTGCAAACCATGGATA 

TGATCATAAGGAAAAAGAAAAGGATGGCAATGGCACGGAGAACAATGTTCCAGAAGGGGGAA 

GTGCATAACAAACC^T(^GGTTTCTGGGGAATGATAAAAAGTGTTACC^CTTCAGCATC^^ 

AAGTGAAAATCTTACTCTTATTCAACAGGAAGTGGATGCTTTGGAAGAATTAAGCAGGCAGC 

TTTTTCTGGAAACAGCTGATCTATATGCTACCAAGGAGAGAATAGAATACTCCAAAACCTTC 

AAGGGGAAATATTTTAATTTTCTTGGTTACTTTTTCTCTATTTACTGTGTTTGGAAAATTTT 

CATGGCTACCATCAATATTGTTTTTGATCGAGTTGGGAAAACGGATCCTGTCACAAGAGGCA 

TTGAGATCACTGTGAATTATCTGGGAATCCAATTTGATGTGAAGTTTTGGTCCCAACACATT 

TCCTTCATTCTTGTTGGAATAATCATCGTCACATCCATCAGAGGATTGCTGATCACTCTTAC 

CAAGTTCTTTTATGCCATCTCTAGCAGTAAGTCCTCCAATGTCATTGTCCTGCTATTAGCAC 

AGATAATGGGCATGTACTTTGTCTCCTCTGTGCTGCTGATCCGAATGAGTATGCCTTTAGAA 

TACCGCACCATAATCACTGAAGTCCTTGGAGAACTGCAGTTCAACTTCTATCACCGTTGGTT 

TGATGTGATCTTCCTGGTCAGCGCTCTCTCTAGCATACTCTTCCTCTATTTGGCTCACAAAC 

AGGCACCAGAGAAGCAAATGGCACCTTGAACTTAAGCCTACTACAGACTGTTAGAGGCCAGT 

GGTTTCAAAATTTAGATATAAGAGGGGGGAAAAATGGAACCAGGGCCTGACATTTTATAA^ 

AAACAAAATGCTATGGTAGCATTTTTCACCTTCATAGCATACTCCTTCCCCGTCAGGTGATA 

CTATGACCATGAGTAGCATCAGCCAGAACATGAGAGGGAGAACTAACTCAAGACAATACTCA 

GCAGAGAGCATCCCGTGTGGATATGAGGCTGGTGTAGAGGCGGAGAGGAGCCAAGAAACTAA 

AGGTGAAAAATACACTGGAACTCTGGGGCAAGACATGTCTATGGTAGCTGAGCCAAACACGT 

AGGATTTCCGTTTTAAGGTTCACATGGAAAAGGTTATAGCTTTGCCTTGAGATTGACTCATT 

AAAATCAGAGACTGTAAGAA?^AAAAAAAAAAAAAAAAAAG 

ACCTGCAGAAGCTTGGCCGCCATGGCCCAACTTGTTTATTGCAGCTTATAATG 



FIGURE 173 



MSFLIDSSIMITSQILFFGFGWLFFMRQLFKDYEIRQYWQVIFSVTFAFSCTMFELIIFEI 
LGVLNSSSRYFHWKMNLCVILLILVFMVPFYIGYFIVSNIRLLHKQRLLFSCLLWLTFMYFF 
WKLGDPFPILSPKHGILSIEQIiISRVGVIGVTLMALLSGFGAVNCPYTYMSYFLRNVTDTDI 
LALERRLLQTMDMI I SKKKRMAMARRTM 

QEVDALEELSRQLFLETADLYATKERIEYSKTFKGKYFNFLGYFFSIYCVWKIFMATINIVF 
DRVGKTDPVTRGIEITVNYLGIQFDVKFWSQHISFILVGIIIVTSIRGLLITLTKFFYAISS 
SKSSNVIVLLLAQIMGMYFVSSVLLIRMSMPLEYRTIITEVLGELQFNFYHRWFDV 
LSSILFLYLAHKQAPEKQMAP 

Important features: 
Signal peptide: 

amino acids 1-23 

Potential transmembrane domains: 

amino acids 37-55, 81-102, 150-168, 288-311, 338-356, 375-398, 
425-444 

N-glycosylation sites. 

amino acids 67-70, 180-183 and 243-246 

Eukaryotic cobalamin -binding proteins 

amino acids 151-160 



FIGURE 174 



CATGGGAAGTGGAGCCGGAGCCTTCCTTACACTCGCCATGAGTTTCCTCATCGACTCCAGCA 
TCATGATTACCTCCCNGANACTATTTTTTGGATTTGGGTGGCTTTTCTTCNGCGCCAATGTT 
TAAAGACTATGAGATACGTCAGTATGTTGTACNGGTGATCTTCTCCGTGACGTTTGCCATTT 
CTTGCACCATGTTTGAGCTCATCATCTTTGAAATCTTNGGAGTATTGAATAGCAGCTCCCGT 
TATTTTCACTGGAAAATGAACCTGTGTGTAATTCTGCTGATCCTGGTTNTCATGGTGCCTTT 
TTACATTGGCTATTTTATTGTGAGCAATATCCGACTACTGCATAAACAACGACTGCTTTTTT 
CCTGTCTCTTATGGCTGACCTTTATGTATTTCCAG 




FIGURE 175 

GTGTTGCCCTTGGGGAGGGGAAGGGGAGCCNGGCCCTTTCCTAAAATTTGGCCAAGGGTTTC 
TTTNTTGAATTCCGGGTTNNGNATACCTTCCCAGAAAATATTTTTTGGATTTGGGGTAGNTT 
TTTTTCATGCGCCAATTGTTTAAAGACTATGAGATACGTCAGTATGTTGTACAGGTGATNTT 
NTCCGTGACGTTTGCATTTTCTTGCACCATGTTTGAGCTCATCATNTTTGAAATNTTAGGAG 
TATTGAATAGCAGCTCCCGTTATTTTCACTGGAAAATGAACCTGTGTGTAATTCTGCTGATC 
CTGGTTTTCATGGTGCCTTTTTACATTGGCTATTTTATTGTGAGCAATATCCGACTACTGCA 
TAAACAACGACTGCTTTTTTCCTGTCTNTTATGGCTGACCTTTATGTATTTNTTNTGGAAAN 
TAGGAGATCCCTTTCCCATTCTC 



FIGURE 17 6 

CTCGCGGAGGGATCGTCCCATGGCC 

TGGCTCCCTGCTCGTCGAACTGCTCTTCTCACGGGCTGTCGCCTTCAATCTGGACGTGATGGGTGCCTTGCGC^ 

GGAGGGCGAGCCAGGCAGCCTCTTCGGCTTCTCTGTGGCCCTGCACCTC 

GCTGCTGGTGGGTGCTCCCCAGGCCCTGGCTCTTCCTGGGCAGC^ 

CCCGTTGAGCCTGGAGGAGACTGACTGCT^ 

GGAGAACCAGTGGTTGGGAGTC^GTGTTCGGAGCCAGGGGCCT 

TGAGGCAAGGCAGCGAGTGGACCAGATCCTGGAGACGCGGGATATGATTGGTCGCTGCTTTGTGOT 

CCTGGCCATCCGGGATGAGTTGGATGGTGGGGAATGGAAGTO 

TGGGTTCTGCCAGCAGGGC^CAGCTGCCGCCTTCTC 

CTATAATTGGAAGGGC^CGGCCAGGGTGGAGCTCTGTGC^ 

TCCCTACGAGGCGGGGGGAGAGAAGGAGCAGGACCCCCGCCTC^^ 

CTCTATTGACTCGGGGAAAGGTCTGGTGCGTGCAGAAGAGCTGAGCTTTGTGGCTGGAGCCCCCCGCGCCAACCA 

CAAGGGTGCTGTGGTGATCCTGCGCAAGGACAGCGCC71GTCGCCTG 

CCTGACCTCCGGCTTTGGCTACTCACTGGCTGT^ 

TGCCCCCTACTTCTTTGAGCGCCAA 

GGCTGGGATCTCCCCTCTCCGGCTCTGCGGCTCCCCTGACTCCATGTTCGGGATCAGCCTGC^TGTCCTGGGGGA 

CCTCAACCAAGATGGCTTTCCAGATATTGCAGTGGGTGCCCCCTTTGATGGTGATGGGAAAGTCTTG^ 

TGGGAGCAGCCTGGGGGTTGTCGCCAAACCTT^ 

CTACTCCCTGTCAGGCAGCTTGGATATGGATGGGAACCAATACCCTGACCTGCTGGTGGGCTCC 
CGCAGTGCTCTTC^GGGCCAGACCCATCCTC 

GGAGCAGCCCAACTGTGCTGGCGGCCACTCGGTCTGTGTGGACCTAAGGGTCTGTTTCAGCT 

CAGC^GCTATAGCCCTACTGTGGCCCTGGACTATGTGTTAGATGCGGACACAGACCGGAGGCTCCGG 

TCCCCGTGTGACGTTCCTGAGCCGTAACCTGGAAGAACCCAAGCACGAGGCCrCGGGG^ 

CCAGCATGACCGAGTCTGTGGAGACGCCATGTTCCAGCT^ 

AGTGACCTTGTCCTACAGTCTCCAGACCCCTCGGC^ 

CCCCATCCTCAATGCC(^CCAGCCC^GCACCC^^ 

CAAGATCTGCCAGAGCAATCTGCAGCTGGTCCACGCCCGCTTCT 

TCTGCCCATGGATGTGGATGGAACAACAGCCCTGT 

GGTCACCAACCTGCCATCGGACCCAGCCGAGCC^ 

CATGCTTCCTGACTCACTGCACTACTC^ 

TGAGAATGCCTCCCATGTTGAGTGTGAGCTG^ 

CCTTAGCACCTCCGGGATCAGCATT^ 

GGAGCTGCATCCAGTCTCTGCACGAGCCCGTGTCTTCATTGAGCTGCCACTGTCCATTGCAGG 
CCAGCAACTCTTCTTCTCTGGTGTGGTGAGGGGCGAGA^^ 

CAAGTATGAGGTCACGGTTTCCAACCAAGGCCAGTCGCTCAGAACCCTGGGCTCTGCCTT 
GCCTCATGAGATTGCCAATGGGAAGTGGT^^ 
GCAGAAAGGGCTTTGCTCTCCCAGGCCCAACATCCTCC^C 
GCTGGAGC<^CCTGAGCAGCAGGAGCCTGGTGAGCGGCA 

TGAGAAGAAGAAAAACATCACCCTGGACTGCGCCCGGGGCACGGCCAACTGTGTGGTGTTCAGCTGCCCAC 
CAGCTTTGACCGCGCGGCTGTGCTGCATGTCT^ 

TGTGAAGTCCCTGGAAGTGATTGTCCGGGCCAACATC^CAGTGAAGTCCTCCATAAAGAA 

TGCCTCCACAGTGATCCCAGTGATGGTATACTTGGACCCCATGGCTGTGGTGGCAGAAGGAGTGCCCTGGTGGGT 

CATCCTCCTGGCTGTACTGGCTGGGCTC^ 

CAAACGGGCGAAGC^CCCCGAGGCCACCGTGCCC 

GTTG^GGAGGAGAAGACGGGCACCATCCTC 

CCCCATCCTGGCTGCTGACGGGCATCCCGA(^^ 

CATGTCCC^GCC^GGCCTGTGGCTGCCCTCCATCCCTTCCCCAGAGATGGCTCCTTGGGATGAAGAGGGTAGAGT 

GGGCTGCTGGTGTCGC^TCT^GATTTGGCAGGATCGGCTTCCT 

TCCTCCCACCCAACTTCCCCTTAGA 

TGAGAAGGGCAGGGGTGTCCTGATGCAAAGGTGGGGAGAAGGGATCCTAATCCCTTCCTCTCCCA 
GTAACAGGACCCCAAGGACCTGCCTCCCCGGAAGTGCCTTAACCTAGAGGGTCGGGGAGGAGGTTGTGT 
CTCAGGCTGCTCCTTCTCTAGTTTCCCCTCTCATCTGACCTTAGTTTGCTGCCATCAGTCTAGTGGTTTCGTGGT 
TTCGTCTATTTATTAAAAAATATTTGAGAACAAAAAAAAAAAAAAAAAAAA 



FIGURE 177 

></usr/seqdb2/sst/DNA/Dnaseqs .min/ss .DNA55737 
xsubunit 1 of 1, 1141 aa, 1 stop 
><MW: 124671, pi: 5.82, NX(S/T): 5 

MAGARSRDPWGASGICYLFGSLLVELLFSRAVAFNLDVMGALRKEGEPGSLFGFSVALHRQL 
QPRPQSWLLVGAPQALALPGQQANRTGGLFACPLSLEETDCYRVDIDQGADMQKESKENQWL 
GVSVRSQGPGGKIVTGZ^RYEARQRVDQILETRDMIGRCFV^ 

RPQGHEQFGFCQQGTAAAFSPDSHYLLFGAPGTYNWKGTARVELCAQGSADIxAHLDDGPYEA 
GGEKEQDPRLIPVPANSYFGFSIDSGKGLVRAEELSFVAGAPRANHKGAWILRKDSASRLV 
PEVMLSGERLTSGFGYSLAVADLNSDGWPDLIVGAPYFFERQEELGGAVYVYLNQGGHWAGI 
S PLRLCGS PDSMFGI SLAVLGDLNQDGFPD I AVGAP FDGDGKYF I YHGS S LGWAKPSQVLE 
GEAVGIKSFGYSLSGSLDMDGNQYPDLLVGSLADTAVLFRARPILHVSHEVSIAPRSIDLEQ 
PNCAGGHS VC VDLRVC FS Y I AVP S S YS PT VALD YVLDADTDRRLRGQVPRVTFLS RNLE E PK 
HQASGTVWLKHQHDRVCGDAMFQLQENVKDKLRAIVWLSYSLQTPRLRRQAPGQGLPPVAP 
ILNAHQPSTQRAEIHFLKQGCGEDKICQSNLQLVHARFCTRVSDTEFQPLPMDVDGTTALFA 
LSGQPVIGLEL^^\^?NLPSDPAQPQADGDDAHEAQLLVMLPDSLHYSGVRALDPAEKPLCLSN 
ENASHVE CELGNPMKRGAQVTF YL I LSTSGI S I ETTELE VELLLAT I SEQELHPVS ARARVF 
IELPLSIAGMAZPQQLFFSGVVRGERAMQSERDVGSKVK^ 

WPHE I ANGKWLLYPMQVELEGGQGPGQKGLCS PRPNI LHLDVDSRDRRRRELEPPEQQEPGE 
RQEPSMSWWPVSSAEKKKNITIiDCARGTANCVVFSCPLYSFDRAAVLHVWGRLWNSTFLEEY 
SAVKS LE VI VRANITVKSS I KNLMLRDASTVI PVMVYLDPMAWAEGVPWWVI LLAVLAGLL 
VLALLVLLLWKMGFFKRAKHPEATV^ 
DAHP I LAADGHPELGPDGHPGPGTA 



Important features : 
Signal peptide: 

amino acids 1-33 



Transmembrane domain: 

amino acids 1040-1062 



N-glycosylation sites. 

amino acids 86-89, 746-749, 949-952, 985-988 and 1005-1008 



Integrins alpha chain proteins. 

amino acids 1064-1071, 384-408, 1041-1071, 317-346, 443-465, 385- 
407, 215-224, 634-647, 85-99, 322-346, 470-479, 442-466, 379-408 
and 1031-1047 



FIGURE 178 

CGCGCCGGGCGCAGGGAGCTGAGTGGACGGCTCGAGACGGCGGCGCGTGCAGCAGCTCCAGA 
AAGCAGCGAGTTGGCAGAGGAGGGCTGCATTTCCAGCAGGAGCTGCGAGCACAGTGCTGGCT 
CACAACAAGATOCTCAAGGTGTOVGCCGTACTGTGTGTGTGTGC^GCCGCTTGGTGC^GT^ 
GTCTCTCGCAGCTGCCGCGGCGGTGGCTGCAGCCGGGGGGCGGTCGGACGGCGGTAATTTTC 
TGGATGATAAACAATGGCTCACCACAATCTCTCAGTATGACAAGGAAGTCGGACAGTGGAAC 
AAATTCCGAGACGAAGTAGAGGATGATTATTTCCGCACTTGGAGTCCAGGAAAACCCTTCGA 
TCAGGCTTTAGATCCAGCTAAGGATCGATGCTTAAAGATGAAATGTAGTCGCCATAAAGTAT 
GGATTGCTCAAGATTCTCAGACTGGAGTCTGCATT^ 

AAAGAAGCAGGAGTAGACCATAGGCAGTGGAGGGGTCCCATATTATCCACCTGCAAGCAGTG 

CCCAGTGGTCTATCCCAGCCCTGTTTGTGGTTCAGATGGTCATACCTACTCTTTTCAGTGCA 

AACTAGAATATCAGGCATGTGTCTTAGGAAAACAGATCTCAGTCAAATGTGAAGGACATTGC 

CCATGTCCTTCAGATAAGCCCACCAGTACAAGCAGAAATGTTAAGAGAGCATGCAGTGACCT 

GGAGTTCAGGGAAGTGGCAAACAGATTGCGGGACTGGTTCAAGGCCCTTCATGAAAGTG 

GTCAAAACAAGAAGAGA?VAAACATTGCTGAGGCCTGAGAGAAGCAGATTCGATACCAGCATC 

TTGCCAATTTGCAAGGACTCACTTGGCTGGATGTTTAACAGACTTGATACAAACTATGACCT 

GCTATTGGACCAGTCAGAGCTCAGAAGCATTTACCTTGATAAGAATGAACAGTGTACCAAGG 

CATTCTTCAATTCTTGTGACACATACAAGGACAGTTTAATATCTAATAATGAGTGGTGCTAC 

TGCTTCCAGAGACAGCAAGACCC^CCTTGCCAGACTGAGCTCAGC^ATATTCAGAAGCGGCA 

AGGGGTAAAGAAGCTCCTAGGACAGTATATCCCCCTGTGTGATGAAGATGGTTACTACAAGC 

CAACACAATGTCATGGCAGTGTTGGACAGTGCTGGTGTGTTGACAGATATGGAAATGAAGTC 

ATGGGATCCAGAATAAATGGTGTTGCAGATTGTGCTATAGATTTTGAGATCTCCGGAGATTT 

TGCTAGTGGCGATTTTCATGAATGGACTGATGATGAGGATGATGAAGACGATATTATGAATG 

ATGAAGATGAAATTGAAGATGATGATGAAGATGAAGGGGATGATGATGATGGTGGTGATGAC 

CATGATGTATAGATTTGATTGATGACAGTTGAAATCAATAAATTCTACATTTCTAATATTTA 

CAAAAATGATAGCCTATTTAAAATTATCTTCTTCCCCAATAAC?UU\ATGATTCTAAACCTC^ 

CATATATTTTGTATAATTATTTGAAAAATTGCAGCTAT^AGTTATAGAACTTTATGTTTAAAT 

AAGAATGATTTGCTTTGAGTTTTTATATTCCTTACACAAAAAGAAAATACATATGCAGTCTA 

GTGAGACAAAATAAAGTTTTGAAGTGCTACTATAATAAATTTTTCACGAGAACAAACTTTGT 

AAATCTTCCATAAGCAAAATGACAGCTAGTGCTTGGGATCGTACATGTTAATTTTTTGAAAG 

ATAATTCTAAGTGAAATTTAAAATAAATAAATTTTTAATGACCTGGGTCTTAAGGATTTAGG 

AAAAATATGCATGCTTTAATTGCATTTCCAAAGTAGCATCTTGCTAGACCTAGATGAGTCAG 

GATAACAGAGAGATACCACATGACTCCAAAAAAAAAAAAAAA 



FIGURE 179 



></usr/seqdb2/sst/DNA/Dnaseqs .min/ss .DNA49829 
xsubunit 1 of 1, 436 aa, 1 stop 
><MW: 49429/ pi: 4.80, NX(S/T): 0 
MLKVSAVLCVCAAAWCSQSLAAAAAVAAAGGRSDGGN 

DEVEDDYFRTWSPGKPFDQALDPAKDPCLKMKCSRHKVCIAQDSQTAVCISHRRLTHRJVIKEA 

GVDHRQWRGPILSTCKQCPVVYPSPVCGSDGHTYSFQCKLEYQACVLGKQISVKCEGHCPCP 

SDKPTSTSRNVKRACSDLEFREVANRLRDWFKALHESGSQNKKTKTLLRPERSRFDTSILPI 

CKDSLGWMFNRLDTNYDLLLDQSELRSIYLDKNEQCTKAFFNSCDTYKDSLISNNEWCYCFQ 

RQQDPPCQTELSNIQKRQGVKKLLGQYIPLCDEDGYYKPTQCHGSVGQCWCVDR 

RINGVADCAIDFE I SGDFASGDFHEWTDDEDDEDDIMNDEDE I EDDDEDEGDDDDGGDDHDVYI 

Important features : 
Signal peptide: 

amino acids 1-16 

Leucine zipper pattern. 

amino acids 246-267 

N-myristoylation sites. 

amino acids 357-362, 371-376 and 376-381 

Thyroglobulin type-1 repeat proteins 

amino acids 353-365 and 339-352 



FIGURE 180 



CAGACTCCAGATTTCCCTGTCAACC^ 

CTCTTTCAGCCCGGGATCGCCCCAGCAGG GATGG GCGACAA^^ 

GCTCTGCCTCCGGTGCTGCTGCCTGGGGCGGCCGGCTTCACACCTTCCCTCGATAGCGACTTCACCTTTACCCTT 

CCCGCCGGCCAGAAGGAGTGCTTCTACCA^ 

GATGGAGCAGGATTAGATATTGATTTCC^TCT^ 

TCAGATGGAGTTCACACTGTAGAGACTGAAGTTGGTGAT^^ 

TCTGAGAAGGTGATTTTCTTTGAATTAATCCTGGAT^ 

AAATATATTACTGGCACAGATATATTGGATATGAAACT 

AGACTAAGCAAAAGTGGGCACATACAAATTCTGCTT^ 

AACTTTGATAGAGTCAATTTCTGGTCTATGGTTAATTTAGTGGTCATGGTGGTGGTGTCAGCCATTCAAGTTTAT 
ATGCTGAAGAGTCTGTTTGAAGATAAGAGGAAAAGTAGAACT^ 
AATGAGGCATAAAAATGCAATAAACTGTTACAGT 
AAAGTAGGAAACAGGTATAATTTTAATGTGAAAATTAA^ 

TTGTACTTAAGTGTGTAACAGGAATATTTTGCAGAATATAGGTTTAACTGAATGAAGCCATA 

TTTCCTAACTTTGAAAAATTTTGCAAATGTCTTAGGTGATTTAAATAAATGAGTATTGGGC 

AGTCTGTTTTTAACAGGTTCTATTACCC^GAACTTTTTTGTAAATGC 

TCAGTTTTAAGTTATAAATCACCTGAGAATTACCTAATGATGGATTGAATAAATCTTTAGAC 
CTTTTCTCTATTTACATATGCATCr^ 

AGATTTTTATAACCAAATACATTTCAGTGTAACATATTAGCAGAAAGCATTA 

CCAAAAGCTGACATTTTCACGATTCTTAAAAA 

AAATGAAGAATATAGTTTAAAAGCTTCCTCCT^ 

TTTTAAAA.TTAAATGTGAGGTAAAATAAGTTTATTTTT^ 

TAATCATGTTATGTTAATTTTAAC^TGAT^ 

TTGCTAAAATGATCTGGGCCTACCATAAATAAATATCT 

AGAATTTAGAAAAACTTGAGAAAACCTAATCCAAAATAAAATT 

ATCTGACTGGCTCATCATGACATCCTACTCATAACATAAATCAAAGGAGATGATTAATTTC 

AAACTTTGGCTGTAGGTTTTTATTTTCTACAAGAATTCTGGTTTGAATTATTTTTGT 

AAATGTAAGCCCTACTGTAAGGTTTAGCACTGGGTGTACATATTTATTAAAAATTTTTAT^ 

TAAAATGGCCTTTCTGAACACTTTAT^ 

CACCTAAATGTGAATAACCCATATATACAACAAAGT^ 

TCAAGTACTAGTAATTTAACTTCATCATGAATGAACTATAATTTTTAA 

GACTACATTGTGAGTTAGAAACAAACTTAAAATTTGGGGTATAGAACCCCTCAACAGGTTAGTAATGC 
CTTGATGAGCAATAATGATAAC(^GAGAGTGATTTCAT 

TCTTAGGCCCCTGGGAGAAGAGCAGCTTAGATTTCCCTACTGGCAAGGTTTTTAAAAATGAGGTAAATGCCGTAT 
ATGATCAATTACCTTAATTGGCCAAGAAAATG^ 

AGGTCAATAAGATCCTTGCCTATGAATACCCCTCCCTTTTGCGCTGTTAAATTTGCAATGAGAAGCAAAT 

GTACCATAACTAATAAAGCAGGGTAC^GATATAAACTACTGCATCTTTTCTATAA 

CCTCTCCTGTATGGCTGTTACTGTACTGTACT^ 

ACATGTATGATTTGTGCCACTGATCTTAAACCTATGATTCAGTAACTTCTTACCATATAA 
TATTTGGAAAAGAATTTAGGAATACTAAGGACAATTATTTTTATAGACAAAGTAAAAAGACA(^ 
CATAACCAAAAAAGCAAAACTTGTAAACTVGAGTAAAAATCTTTAATATTTCTAAAGACAT^ 
CATATGCTTTTTTTAATTTCACTATTCCATTTCTAAATTAAAGTTATGCTAAAT 

AACAGCTCATTTTGTCTTTTTCAATATACAAATTTTAAAAATACTACAATATTTAACTAAGGCCCAACCGAT^ 
CATAATGTAGCAGTTACCGTGTTCACCTC 

GTTATGCTGTTCTTTCATGTGAATGTCAAGACATGGAGGGTGTTTGTAATTTTATGGTAAAATTAAT 
CACATAATGGTGTCTTAAAATTGACAAAAAATGAGCACTT^ 

GTGAAATTTTAAAAGACATTGATTCCGCATGTAAGGATTTTTCATCTGAAGTACAATA 

CTCAAACTGCITTATACTTATAAACAGCCATCTTAAATAAGCAACGTATTGTG 

AAATTATCAAAGGAAAA 



FIGURE 181 



></usr/seqdb2/sst/DNA/Dnaseqs.min/ss.DNA52196 
xsubunit 1 of 1, 229 aa, 1 stop 
><MW: 26017, pi: 4 . 73 , NX(S/T): 0 

MGDKIWLPFPVLLIiAALPPVLLPGAAGFTPSLDSDFTFTLPAGQKECFYQPMPLKASLEIEY 
QVLDGAGLDIDFHLASPEGKTLVFEQRKSDGVHTVETEVGDYMFCFDNTFSTISEKVIFF 
ILDNMGEQAQEQEDWKKYITGTDILDMKLEDILESINSIKSRLSKSGHIQILLRAFEARDKN 
IQESNFDRWFWSMVNLVVMVWSAIQV™ 

Important features: 
Signal peptide: 

amino acids 1-23 

Transmembrane domain: 

amino acids 195-217 

N-myristoylation site. 

amino acids 43-48 

Tyrosine kinase phosphorylation site. 

amino acids 55-62 



FIGURE 182 



CCATCCCTGAGATCTTTTTATAAAAAACCCAGTCTTTGCTGACCAGACAAAGCATACCAGAT 
CTCACCAGAGAGTCGCAGACACTATGCTGCCTCCCATGGCCCTGCCCAGTGTGTCCTGGATG 
CTGCTTTCCTGCCTCATTCTCCTGTGTCAGGTTCAAGGTGAAGAAACCCAGAAGGAACTGCC 
CTCTCCACGGATCAGCTGTCCCAAAGGCTCCAAGGCCTATGGCTCCCCCTGCTATGCCTTGT 
TTTTGTCACCAAAATCCTGGATGGATGCAGATCTGGCTTGCCAGAAGCGGCCCTCTGGAAAA 
CTGGTGTCTGTGCTCAGTGGGGCTGAGGGATCCTTCGTGTCCTCCCTGGTGAGGAGCATTAG 
TAACAGCTACTCATACATCTGGATTGGGCTCCATGACCCCACACAGGGCTCTGAGCCTGATG 
GAGATGGATGGGAGTGGAGTAGCACTGATGTGATGAATTACTTTGCATGGGAGAAAAATCCC 
TCCACCATCTTAAACCCTGGCCACTGTGGGAGCCTGTCAAGAAGCACAGGATTTCTGAAGTG 
GAAAGATTATAACTGTGATGCAAAGTTACCCTATGTCTGCAAGTTCAAGGACTAGGGCAGGT 
GGGAAGTCAGCAGCCTCAGCTTGGCGTGCAGCTCATCATGGACATGAGACCAGTGTGAAGAC 
TCACCCTGGAAGAGAATATTCTCCCCAAACTGCCCTACCTGACTACCTTGTCATGATCCTCC 
TTCTTTTTCCTTTTTCTTCACCTTCATTTCAGGCTTTTCTCTGTCTTCCATGTCTTGAGATC 
TCAGAGAATAATAATAAAAATGTTACTTTATAAAAAAAAAAAAAAAAAAAAAA 



FIGURE 183 



c 



< /us r / s eqdb2 / s s t /DNA/Dna seqs . min/ s s . DNA5 6965 
<subunit 1 of 1, 175 aa, 1 stop 
<MW: 19330, pi: 7.25, NX(S/T): 1 

MLPPMALPSVSWMLLSCLILLCQVQGEETQKELPSPRISCPKGSKAYGSPCYALFLSPKSWM 
DADIACQKRPSGKLVSVLSGAEGSFVSSLWSISNSYSYIWIGLHDPTQGSEPDGDGWEWSS 
TDVMNYFAWEKNPSTILNPGHCGSLSRSTGFLKWKDYNCDAKLPYVCKFKD 

Important features : 
Signal peptide: 

amino acids 1-26 

C- type lectin domain signature* 

amino acids 146-171 



FIGURE 184 



CCAGTCTGTCGCCACCTCACTTGGTGTCTGCTGTCCCCGCCAGGCAAGCCTGGGGTGAGAGC 
ACAGAGGAGTGGGCCGGGACCATGCGGGGGACGCGGCTGGCGCTCCTGGCGCTGGTGCTGGC 
TGCCTGCGGAGAGCTGGCGCCGGCCCTGCGCTGCTACGTCTGTCCGGAGCCCACAGGAGTGT 
CGGACTGTGTCACCATCGCCACCTGCACCACCAACGAAACCATGTGCAAGACCACACTCTAC 
TCCCGGGAGATAGTGTACCCCTTCCAGGGGGACTCCACGGTGACCAAGTCCTGTGCCAGCAA 
GTGTAAGCCCTCGGATGTGGATGGCATCGGCCAGACCCTGCCCGTGTCCTGCTGCAATACTG 
AGCTGTGCAATGTAGACGGGGCGCCCGCTCTGAACAGCCTCCACTGCGGGGCCCTCACGCTC 
CTCCCACTCTTGAGCCTCCGACT GTAGA GTCCCCGCCCACCCCCATGGCCCTATGCGGCCCA 
GCCCCGAATGCCTTGAAGAAGTGCCCCCTGCACCAGGAAAAAAAAAA|^AAAAA 



FIGURE 185 



</usr/seqdb2/sst/DNA/Dnaseqs .min/ss .DNA564 05 
<subunit 1 of 1, 125 aa, 1 stop 
<MW: 13115, pi: 5.90, NX(S/T): 1 
MRGTRLALLALVLAACGEI^ 

FQGDSTVTKSCASKCKPSDVDGIGQTLPVSCC^^ 

Important features: 
Signal peptide: 

amino acids 1-17 

N-glycosylation site. 

amino acids 4 6-49 



FIGURE 186 



CTGCAGTCAGGACTCTGGGACCGCAGGGGGCTCCCGGACCCTGACTCTGCAGCCGAACCGGC 
ACGGTTTCGTGGGGACCCAGGCTTGCAAAGTGACGGTCATTTTCTCTTTCTTTCTCCCTCTT 
GAGTCCTTCTGAGATGATGGCTCTGGGCGCAGCGGGAGCTACCCGGGTCTTTGTCGCGATGG 
TAGCGGCGGCTCTCGGCGGCCACCCTCTGCTGGGAGTGAGCGCCACCTTGAACTCGGTTCTC 
AATTCCAACGCTATCAAGAACCTGCCCCCACCGCTGGGCGGCGCTGCGGGGCACCCAGGCTC 
TGCAGTCAGCGCCGCGCCGGGAATCCTGTACCCGGGCGGGAATAAGTACCAGACCATTGACA 
ACTACCAGCCGTACCCGTGCGCAGAGGACGAGGAGTGCGGCACTGATGAGTACTGCGCTAGT 
CCCACCCGCGGAGGGGACGCAGGCGTGCAAATCTGTCTCGCCTGCAGGAAGCGCCGAAAACG 
CTGCATGCGTCACGCTATGTGCTGCCCCGGGAATTACTGCAAAAATGGAATATGTGTGTCTT 
CTGATCAAAATCATTTCCGAGGAGAAATTGAGGAAACCATCACTGAAAGCTTTGGTAATGAT 
CATAGCACCTTGGATGGGTATTCCAGAAGAACCACCT 

AGGACAAGAAGGTTCTGTTTGTCTCCGGTCATCAGACTGTGCCTCAGGATTGTGTTGTGCTA 
GACACTTCTGGTCCAAGATCTGTAAACCTGTCCTGAAAGAAGGTCAAGTGTGTACCAAGCAT 
AGGAGAAAAGGCTCTCATGGACTAGAAATATTCCAGCGTTGTTACTGTGGAGAAGGTCTGTC 
TTGCCGGATACAGAAAGATCACCATCAAGCCAGTAATTCTTCTAGGCTTCACACTTGTCAGA 
GACACTAAACCAGCTATCCAAATGCAGTGAACTCCTTTTATATAATAGATGCTATGAAAACC 
TTTTATGACCTTCATCAACTCAATCCTAAGGATATACAAGTTCTGTGGTTTCAGTTAAGCAT 
TCGAATAACACCTTCCAAAAACCTGGAGTGTAAGAGCTTTGTTTCTTTATGGAACTCCCCTG 
TGATTGCAGTAAATTACTGTATTGTAAATTCTCAGTGTGGCACTTACCTGTAAATGCAATGA 
AACTTTTAATTATTTTTCTAAAGGTGCTGCACTGCCTATTTTTCCTCTTGTTATGTAAATTT 
TTGTACACATTGATTGTTATCTTGACTGACAAATATTCTATATTGAACTGAAGTAAATCATT 
TCAGCTTATAGTTCTTAAAAGCATAACCCTTTACCCCATTTAATTCTAGAGTCTAGAACGCA 
AGGATCTCTTGGAATGACAAATGATAGGTACCTAAAATGTAACATGAAAATACTAGCTTATT 
TTCTGAAATGTACTATCTTAATGCTTAAATTATATTTCCCTTTAGGCTGTGATAGTTTTTGA 
AATAAAATTTAACATTTAAAAAAAAAAAAA 



FIGURE 187 

</usr/seqdb2/sst/DNA/Dnaseqs.min/ss.DNA57530 
<subunit 1 of 1, 266 aa, 1 stop 
<MW: 28672, pi: 8.85, NX(S/T): 1 

MMALGAAGATRVFVAMVAAALGGHPLLGVSATLNSVLNSNAIKNLPPPLGGAAGHPGSAVSA 
APG I L YPGGNKYQT IDNYQPYPCAEDEECGTDE YCAS PTRGGDAGVQ I CLACRKRRKRCMRH 
AMCCPGNYCKNGICVSSDQNHFRGEIEETITESFGNDHSTLDGYSRRTTLSSKMYHTKGQEG 

SVCLRSSDCASGLCCARHFWSKICKPVLKEGQVCTKHRRKGSHGLEIFQRCYCGEGLSCRIQ 
KDHHQASNS S RLHTCQRH 

Important features: 
Signal peptide: 

amino acids 1-23 

N-glycosylation site. 

amino acids 256-259 

Fungal Zn(2)-Cys(6) binuclear cluster domain 

amino acids 110-126 



FIGURE 188 



TGTGTTTCCCTGCAGTCAGAATTTGGGACNGCAGGGGTTCCCGGACCTGATTTTGCAGCGGA 
ACGGGAAGGTTTTGTGGGACCCAGGTTGAAATGACGGTCATTTTTTTTTCTTTCTCCTTCNG 
GAGTCCTTNTGAGANGATGGTTTTGGGCGCAGCGGGAGCTAACCCGGTTTTTTGTNGCGATG 
GTAGCGGCGGTTTTCGGCGGCCACCTTNTGCTGGGAGTGAGCGCCACCTTGAATCGGTTTTC 
AATTCCAACGNTATGAAGAACCTGCCCCCACCGNTGGGCGGCGCTGCGGGGCACCCAGGNTT 
TGCAGTCAGCGCCGCGCCGGGAATCCTGTACCCGGGCGGGAATAAGTACCAGACCATTGACA 
ATTACCAGCCGTACCCGTGCGCAGAGGACGAGGAGTGCGGCACTGATGAGTACTGCGCTAGT 
CCCACCCGCGGAGGGGANGCGGGCGTGCAAATNTGTNTNGCCTGCAGGAAGCGCCGAAAACG 
CTGCATGCGTCANGCTATGTGCTGCCCCGGGAATTACTGCAAAAATGGAATATGTGTGTNTT 
CTGATCAAAATGATTTCCGAGGAGAAATTGAGGAAACCATCACTGAAAGCTTTGGTAATGAT 
CATAGCACCTTGGATGGG 



FIGURE 189 

GAGGAACCTACCGGTACCGGCCGCGCGCTGG 

CTGGGCCGTCGGAGAGTGCGTGTGCTTCTCTCCT^ 

GGGTTTGAGGATGGGGGAGTAGCTACAGGAAGCGAC 

AGTATTAGAAATGAGCTGAAGACCATTCACAGATTAATATTTT^ 

TGAAGTAATGTAGACAGAAGTTCTCAAATTTGCATATTACATCAACTGGAA 

TTAAATCAGAACTTGCATAAGAAAGAGAATGGGAGTCTGGTTAAATAAAGAT 

GATCATTCTCTGTTTTCTGATAGTGTATATGGCCATT^ 

AGTGTCCAAAACTGCAAGCAGTAGAGAAATAAGACAAGCTTTCAAGAAATTGGGATT 

AAACCCGAATAACCCAAATGCACATGGCGATTTTTTAAAAATAAATAGAGCATATGAAG 

TCTACGGAAAAAGTATGACAAATATGGAGAAAAGGGACTTGAGGATAATCAAGGTGGCCAGTAT 

CTATTATCGTTATGATTTTGGTATTTATGATGATGATCCTGAAATCATAACATTGGAAAGAAGAGAATTTGATGC 

TGCTGTTAATTCTGGAGAACTGTGGTTTGTAAATTTTTACTCCCCAGGCTGTTCACACTGCCAT 

CACATGGAGAGACTTTGCTAAAGAAGTGGATGGGTTACT^ 

GCTTTGCCGAATGAAAGGAGTCAACAGCTATCCCAGTCTCT 

TCATGGAGACAGATCAAAGGAGAGTTTAGTGAGTTTTGCAAT 

GAC^GGAAATTTTGTC^UVCTCCATACAAACTGCTTTTGCTGCT 

AGGAGGAGATTGTTTGACTTCACAGACACGACT 

AGAAATATATTTGGAAGTAATACATAATCTTCC^ 

GGCTCATC^TCGGTGGCTGTTATTTTTTCATTTTGGAAAAAATGAAAATTCAA 
AAAAACTCTACTTAAAAATGATCATATTCAAGTTGGCAGGTTTGACTGTTCCTCTGCACCAGA 
TCTGTATGTTTTTCAGCCGTCTCTAGCAGTATTTAAAGGACAAGGAACCAAAGAATATGAAATTC^ 
GAAGATTCTATATGATATACTTGCCTTTGCCAAAGAAAGTGTGAATT 

TTTTCCTGCCAATGACAAAGAACCATGGCTTGTTGATTTCTTTGCCCCCTGGTGTCCACCATGTCGAGCTTTACT 
ACCAGAGTTACGAAGAGCATCAAATCTTCTTTATGGTCAGCTTAAGTTTGGTAC^ 
GGGACTCTGTAACATGTATAACATTCAGGCTTATCCAACAACAGT 
TGAAGGACATCACTCTGCTGAACAAATCTTG^ 

ACCCACCACCTTCAACGAACTAGTTACACAAAGAAAACACAACGAAGTCTGGATGGTT 

GTGTCATCCTTGCCAAGTCTTAATGCCAGAATGGAAAAGAATGGCC 

CAGTATAGATTGCCAACAGTATCATTCTTTT^ 

TCCCCCAAAATCAAATAAAGCTTATC^GTATCACAGTTACAATGGTTGGAATA 
CTGGGGTCTAGGATTTTTACCTCAAGTATCC^ 
GAAAAATCATTGGGTGATTGATTTCTATGCTC 
CTTGGCTAGGATGATTAAAGGAAAAGTGAAAGCTGGAAAAGTAGA 

AGCTGGGATCAGGGCCTATCCAACTGTTAAGTTTTATTTCTACGAAAGAGCAAAGAGAAAT^ 
GATAAATACCAGAGATGCAAAAGCAATCGCTGCCTTAATAAGTGAAAAATTGGAA^ 
GAGGAATAAGGATGLAACTTTGATAATGTTGAAGATGAAGAAAAAGTTTAAAAG 
AAGACACCTATTTAGAATGTTACATTTATGAT^ 

GAATTATCTACAGCACTGGTGTAAAAGAAGGGTCTGCAAACTTTTTCTGTAAAGGGCCGGTTTATAAATATTTTA 

GACTTTGCAGGCTATAATATATGGTTCAC^CAT^ 

TTTAACAACCTTTAAAAAATATTAAAACGATTCTT^ 

GACCATAGATTGCTGTCCCCCTCGACGGACTTATAAT^ 

ATCTACATAAATGTCTAAGTTGTATAAAGTCCACTTTCCCTTCACGT^ 

TAGTTTTTGGTCACTTGTTCTCCTAAAAATGCTATCCCTAACCATATATTTATATTTCGTTTTAAAAACACCCAT 
GATGTGGCACAGTAAACAAACCCTGTTATGCTGTATTATT^ 

AAGGTTGAAAAAATGCTTTTAATTTTTCACAGCCGAGAAACAGTGCAGCAGTATATG 
AAATTTGAGCAACAGTAAGTGCACAAATTCTGTAGTTTGCTGTATC^ 
TAGCAATTAACTGGGCATTGTAGAGTATCCTAAATATGTTATCAAG 
TGTGTTCATGTATTT^CTGAAATTGCTTTCATAGAAAT 

TTACATATTTGCCTTCTGAACTTTGTTTTGACCTGTATCCTTTATTTAGATTGGGTTTTTCTTTCATAGTTT 

TTTTTCACTCCTGTCCAGTCTATT^^ 

AATGATACTGTAGTTATTCCAGTTACTAGTTTACTGT 

ACTGAAGTTATTTTTATAAGAAAATCAAGTATATAAATCTAGGAAAGGGATCTTCTAGTTTCTGTGT 

CTCAAAGAATCACAAATTTGTCAGTAACATGTAGTTGTT 

CCAATCAGTCAAAAGAGGTCAATGAATTAAAAGGCTTGCAACTTTTTC^ 



FIGURE 190 



</usr/seqdb2/sst/DNA/Dnaseqs.min/ss.DNA56439 
<subunit 1 of 1, 747 aa, 1 stop 
<MW: 86127, pi: 7.46, NX(S/T): 2 

MGVWLNKDD Y I RDLKRI I LC FL I VYMA I L VGTDQDFYS LLGVSKTAS SRE IRQAFKKLALKL 
HPDKNPNNPNAHGDFLKINRAYEVLKDEDLRKKYD 

YDDDPEIITLERREFDAAVNSGELWFVNFYSPGCSHCHDLAPTWRDFAKEVDGLLRIGAVNC 
GDDRMLCRMKGVNSYPSLFIFRSGMAPVKYHGDRSKESLVSFAMQ 

IQTAFAAGIGWLITFCSKGGDCLTSQTRLRLSGMLFLNSLDAKEIYLEVIHNLPDFELLSAN 

TLEDRLAHHRWLLFFHFGKNENSNDPELKKLKTLLKNDHIQVGRFDCSSAPDICSNLYVFQP 

SLAVFKGQGTKEYEIHHGKKILYDILAFAKESVNSHVTTLGPQNFPANDKEPWLVDFFA 

PPCRALLPELRRASNLLYGQLKFGTLDCTVHEGLCNMYNIQAYPTTWFNQSNIHEYEGHHS 

AEQILEFIEDLMNPSVVSLTPTTFNELVTQRKHNEVWMVDFYSPWCHPCQVLMPEWKRMART 

LTGLIWGSIDCQQYHSFCAQENVQRYPEIRFFPPKSNKAYQYHSYNGWNRDAYSLRIWGLG 

FLPQVSTDLTPQTFSEKVLQGKNHWVIDFYAPWCGPCQNFAPEFELLARMIKGKVKAGKVDC 

QAYAQTCQKAGIRAYPTVKFYFYERAKRNFQEEQINTRDAKAI AALI 

Important features : 

Endoplasmic reticulum targeting sequence. 

amino acids 744-747 

Cytochrome c family heme - b inding site signature. 

amino acids 158-163 

N t - dnaJ domain s ignature • 

amino acids 77-96 

N-glycosylation site. 

amino acids 484-487 



FIGURE 191 



AGACAGTACCTCCTCCCTAGGACTACACAAGGACTGAACCAGAAGGAAGAGGACAGAGCAAA 
GCCATGAACATCATCCTAGAAATCCTTCTGCTTCTGATCACCATCATCTACTCCTACTTGGA 
GTCGTTGGTGAAGTTTTTCATTCCTCAGAGGAGAAAATCTGTGGCTGGGGAGATTGTTCTCA 
TTACTGGAGCTGGGCATGGAATAGGCAGGCAGACTACTTATGAATTTGCAAAACGACAGAGC 
ATATTGGTTGTGTGGGATATTAATAAGCGCGGTGTGGAGGAAACTGCAGCTGAGTGCCGAAA 
ACTAGGCGTCACTGCGCATGCGTATGTGGTAGACTGCAGCAACAGAGAAGAGATCTATCGCT 
CTCTAAATCAGGTGAAGAAAGAAGTGGGTGATGTAACAATCGTGGTGAATAATGCTGGGACA 
GTATATCCAGCCGATCTTCTCAGCACCAAGGATGAAGAGATTACCAAGACATTTGAGGTCAA 
CATCCTAGGACATTTTTGGATCACAAAAGCACTTCTTCCATCGATGATGGAGAGAAATCATG 
GCCACATCGTCACAGTGGCTTCAGTGTGCGGCCACGAAGGGATTCCTTACCTCATCCCATAT 
TGTTCCAGGAAATTTGCCGCTGTTGGCTTTCTVC^GAGGTCTGACATCAGAACTTCAGGCCTT 
GGGAAAAACTGGTATCAAAACCTCATGTCTCTGCCCAGTTTTTGTGAATACTGGGTTCACCA 
AAAATCCAAGCACAAGATTATGGCCTGTATTGGAGACAGATGAAGTCGTAAGAAGTCTGATA 
GATGGAATACTTACCAATAAGAAAATGATTTTTGTTCCATCGTATATCAATATCTTTCTGAG 
ACTACAGAAGTTTCTTCCTGAACGCGCCTCAGCGATTTTAAATCGTATGCAGAATATTCAAT 
TTGAAGCAGTGGTTGGCCACAAAATCAAAATGAA ATGAA TAAATAAGCTCCAGCCAGAGATG 
TATGCATGATAATGATATGAATAGTTTCGAATCAATGCTGCAAAGCTTTATTTCACATTTTT 
TCAGTCCTGATAATATTAAAAACATTGGTTTGGCACTAGCAGCAGTCAAACGAACAAGATTA 
ATTACCTGTCTTCCTGTTTCTCAAGAATATTTACGTAGTTTTTCATAGGTCTGTTTTTCCTT 
TCATGCCTCTTAAAAACTTCTGTGCTTACATAAACATACTTAAAAGGTTTTCTTTAAGATAT 
TTTATTTTTCCATTTAAAGGTGGACAAAAGCTACCTCCCTAAAAGTAAATACAAAGAGAACT 
TATTTACACAGGGAAGGTTTAAGACTGTTCAAGTAGCATTCCAATCTGTAGCCATGCCACAG 
AATATGAACAAGAAGACAGAATGAGTGCAGAGCTAAGAGATCAAGT 

ATCTCAACCTGGACATATTTTAAGATTCAGCATTTGAAAGATTTCCCTAGCCTCTTCCTTTT 
TCATTAGCCCAAAACGGTGCAACTCTATTCTGGACTTTATTACTTGATTCTGTCTTCTGTAT 
AACTCTGAAGTCCACCAAAAGTGGACCCTCTATATTTCCTCCCTTTTTATAGTCTTATAAGA 
TACATTATGAAAGGTGACCGACTCTATTTTAAATCTCAGAATTTTAAGTTCTAGCCCCATGA 
TAACCTTTTTCTTTGTAATTTATGCTTTCATATATCCTTGGTCCCAGAGATGTTTAGACAAT 
TTTAGGCTCAAAAATTAAAGCTAACACAGGAAAAGGAACTGTACTGGCTATTACATAAGAAA 
CAATGGACCCAAGAGAAGAA 



FIGURE 192 

< /us r / s eqdb 2 / s s t /DNA/Dnaseqs . min/ s s . DNA5 6 4 0 9 
<subunit 1 of 1, 3 00 aa, 1 stop 
<MW: 33655, pi: 9.31, NX(S/T): 1 

MNIILEILLLLITIIYSYLESLVKFFIPQRRKSVAGEIVLITGAGHGIGRQTTYEFAKRQSI 

L VLWD I NKRGVE ETAAE CRKLGVTAHAYWDC SNREE I YRS LNQVKKE VGD VT I WNNAGTV 

YPADLLSTKDEEITKTFEVNILGHFWITKALLPSMMERNHGHIVTVASVCGHEGIPYL 

S S KFAAVGFHRGLTS ELQALGKTG I KTSCLCP VFVNTGFTKNPSTRLWPVLETDE VVRS LID 

GI LTNKKMI FVPS YINI FLRLQKFLPERAS AI LNRMQNIQFEAWGHKI KMK 

Important features: 
Signal peptide: 

amino acids 1-19 

3 

cAMP- and cGMP- dependent protein kinase phosphorylation site. 

amino acids 30-33 and 58-61 

Short-chain alcohol dehydrogenase family protein 

amino acids 165-202, 37-49, 112-122 and 210-219 
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CGGCGGCGGCTGCGGGCGCGAGGTGAGGGGCGCGAGGTGAGGGGCGCGAGGTTCCCAGCAGG 

ATGCCCCGGCTCTGCAGGAAGCTGAAGTGAGAGGCCCGGAGAGGGCCCAGCCCGCCCGGGGC 

AGGATGACCAAGGCCCGGCTGTTCCGGCTGTGGCTGGTGCTGGGGTCGGTGTTCATGATCCT 

GCTGATCATCGTGTACTGGGACAGCGCAGGCGCCGCGCACTTCTACTTGCACACGTCCTTCT 

CTAGGCCGCACACGGGGCCGCCGCTGCCCACGCCCGGGCCGGACAGGGACAGGGAGCTCACG 

GCCGACTCCGATGTCGACGAGTTTCTGGACAAGTTTCTCAGTGCTGGCGTGAAGCAGAGCGA 

CCTTCCCAGAAAGGAGACGGAGCAGCCGCCTGCGCCGGGGAGCATGGAGGAGAGCGTGAGAG 

GCTACGACTGGTCCCCGCGCGACGCCCGGCGCAGCCCAGACCAGGGCCGGCAGCAGGCGGAG 

CGGAGGAGCGTGCTGCGGGGCTTCTGCGCCAACTCCAGCCTGGCCTTCCCCACCAAGGAGCG 

CGCATTCGACGACATCCCCAACTCGGAGCTGAGCCACCTGATCGTGGACGACCGGCACGGGG 

CCATCTACTGCTACGTGCCCAAGGTGGCCTGCACCAACTGGAAGCGCGTGATGATCGTGCTG 

AGCGGAAGCCTGCTGCACCGCGGTGCGCCCTACCGCGACCCGCTGCGCATCCCGCGCGAGCA 

CGTGCACAACGCCAGCGCGCACCTGACCTTCAACAAGTTCTGGCGCCGCTACGGGAAGCTCT 

CCCGCCACCTCATGAAGGTCAAGCTCAAGAAGTACACCAAGTTCCTCTTCGTGCGCGACCCC 

TTCGTGCGCCTGATCTCCGCCTTCCGCAGCAAGTTCGAGCTGGAGAACGAGGAGTTCTACCG 

CAAGTTCGCCGTGCCCT^TGCTGCGGCTGTACGCCAACCACACCAGCCTGCCCGCCTCGGCGC 

GCGAGGCCTTCCGCGCTGGCCTCAAGGTGTCCTTCGCCAACTTCATCCAGTACCTGCTGGAC 

CCGCACACGGAGAAGCTGGCGCCCTTCAACGAGCACTGGCGGCAGGTGTACCGCCTCTGCCA 

CCCGTGCCAGATCGACTACGACTTCGTGGGGAAGCTGGAGACTCTGGACGAGGACGCCGCGC 

AGCTGCTGCAGCTACTCCAGGTGGACCGGCAGCTCCGCTTCCCCCCGAGCTACCGGAACAGG 

ACCGCCAGCAGCTGGGAGGAGGACTGGTTCGCCAAGATCCCCCTGGCCTGGAGGCAGCAGCT 

GTATAAACTCTACGAGGCCGACTTTGTTCTCTTCGGCTACCCCAAGCCCGAAAACCTCCTCC 

GAGACTGAAAGCTTTCGCGTTGCTTTTTCTCGCGTGCCTGGAACCTGACGCACGCGCACTCC 

AGTTTTTTTATGACCTACGATTTTGCAATCTGGGCTTCTTGTTCACTCCACTGCCTCTATCC 

ATTGAGTACTGTATCGATATTGTTTTTTAAGATTAATATATTTCAGGTATTTAATACGA 
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< /usr / seqdb2 / s s t /DNA/Dnaseqs .min/ss. DNA5 6112 
<subunit 1 of 1, 414 aa, 1 stop 
<MW: 48414, pi: 9.54, NX(S/T): 4 

MTKARLFRLWLVLGS VFMI LL 1 1 VYWDS AGAAHFYLHTS FSRPHTGPPLPTPGPDRDRELTA 
DSDVDEFLDKFLSAGVKQSDLPRKETEQPPAPGSMEESVRGYDWSPRDARRSPDQGRQQAER 
RS VLRGFCANS S LAF PTKERAFDD I PNS EL SHL I VDDRHGAI YC YVPKVACTNWKRVM I VLS 
GSLLHRGAPYRDPLRIPREHVHNASAHLTFN^ 

WLISAFRSKFELENEEFYRKFAVPMLRLYANHTSLPASAREAFRAGLKVSFANFIQYLLDP 
HTEKLAPFNEHWRQVYRLCHPCQIDYDFVGKLETLDEDAAQLLQLLQVDRQLRFPP 
ASSWEEDWFAKI PLAWRQQLYKLYEADFVLFGYPKPENLLRD 

Important features : 
Signal peptide: 

amino acids 1-31 

N-glycosylation sites* 

amino acids 134-137, 209-212, 280-283 and 370-373 

TNFR/NGFR family cysteine-rich region protein 

amino acids 329-332 
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TCGGGCCAGAATTCGGCACGAGGCGGCACGAGGGCGACGGCCTCACGGGGCTTTGGAGGTGA 
AAGAGGCCCAGAGTAGAGAGAGAGAGAGACCGACGTACACGGGATCGCTACGGGAACGCGCT 
ATGCCGGGAAGGTGGTGGTCGTGACCGGGGGCGGGCGCGGCATCGGAGCTGGGATCGTGCGC 
GCCTTCGTGAACAGCGGGGCCCGAGTGGTTATCTGCGACAAGGATGAGTCTGGGGGCCGGGC 
CCTGGAGCAGGAGCTCCCTGGAGCTGTCTTTATCCTCTGTGATGTGACTCAGGAAGATGATG 
TGAAGACCCTGGTTTCTGAGACCATCCGCCGATTTGGCCGCCTGGATTGTGTTGTCAACAAC 
GCTGGCCACCACCCACCCCCACAGAGGCCTGAGGAGACCTCTGCCCAGGGATTCCGCCAGCT 
GCTGGAGCTGAACCTACTGGGGACGTACACCTTGACCAAGCTCGCCCTCCCCTACCTGCGGA 
AGAGTCAAGGGAATGTCATCAACATCTCCAGCCTGGTGGGGGCAATCGGCCAGGCCCAGGCA 
GTTCCCTATGTGGCCACCAAGGGGGCAGTAACAGCCATGACCAAAGCTTTGGCCCTGGATGA 
AAGTCCATATGGTGTCCGAGTCAACTGTATCTCCCCAGGAAACATCTGGACCCCGCTGTGGG 
AGGAGCTGGCAGCCTTAATGCCAGACCCTAGGGCCACAATCCGAGAGGGCATGCTGGCCCAG 
CCACTGGGCCGCATGGGCCAGCCCGCTGAGGTCGGGGCTGCGGCAGTGTTCCTGGCCTCCGA 
AGCCAACTTCTGCACGGGCATTGAACTGCTCGTGACGGGGGGTGCAGAGCTGGGGTACGGGT 
GCAAGGCCAGTCGGAGCACCCCCGTGGACGCCCCCGATATCCCTTCCTGATTTCTCTCATTT 
CTACTTGGGGCCCCCTTCCTAGGACTCTCCCACCCCAAACTCCAACCTGTATCAGATGCAGC 
CCCCAAGCCCTTAGACTCTAAGCCCAGTTAGCAAGGTGCCGGGTCACCCTGCAGGTTCCCAT 
AAAAACGATTTGCAGCC 



FIGURE 196 



</usr/seqdb2/sst/DNA/Dnaseqs.min/ss.DNA56045 
<subunit 1 of 1, 270 aa, 1 stop 
<MW: 28317, pi: 6.00, NX(S/T): 1 

MATGTRYAGKVVVVTGGGRGIGAGIVRAFVNSGARVVICDKDESGGRALEQELPGAVFILCD 

VTQEDDVKTLVSETIRRFGRLDC\A/NNAGHHPPPQRPEETSAQGFRQLLEIJSrL 

AL P YLRKSQGNVI N I S S LVG A I GQ AQAVP YVATKGAVTAMTKALALDE S P YGVRVNC I S PGN 

IWTPLWEEIiAALMPDPRATIREGMLAQPLGRMGQPAEV 

AELGYGCKASRSTPVDAPDIPS 

Important features : 
N-glycosylation site. 

amino acids 13 8-141 

Short-chain alcohol dehydrogenase family protein 

amino acids 10-22, 81-91, 134-171 and 176-185 



FIGURE 197 



AGGCGGGCAGCAGCTGCAGGCTGACCTTGCAGCTTGGCGGA ATGG ACTGGCCTCACAACCTG 

CTGTTTCTTCTTACCATTTCCATCTTCCTGGGGCTGGGCCAGCCCAGGAGCCCCAT^AAGCAA 

GAGGAAGGGGCAAGGGCGGCCTGGGCCCCTGGCCCCTGGCCCTCACCAGGTGCCACTGGACC 

TGGTGTCACGGATGAAACCGTATGCCCGCATGGAGGAGTATGAGAGGAACATCGAGGAGATG 

GTGGCCCAGCTGAGGAACAGCTCAGAGCTGGCCCAGAGAAAGTGTGAGGTCAACTTGCAGCT 

GTGGATGTCC?^CAAGAGGAGCCTGTCTCCCTGGGGCTACAGCATCAACCACGACCC(^ 

GTATCCCCGTGGACCTGCCGGAGGCACGGTGCCTGTGTCTGGGCTGTGTGAACCCCTTCACC 

ATGCAGGAGGACCGCAGCATGGTGAGCGTGCCGGTGTTCAGCCAGGTTCCTGTGCGCCGCCG 

CCTCTGCCCGCCACCGCCCCGCACAGGGCCTTGCCGCCAGCGCGCAGTCATGGAGACCATCG 

CTGTGGGCTGCACCTGCATCTTCTGAATCACCTGGCCCAGAAGCCAGGCCAGCAGCCCGAGA 

CCATCCTCCTTGCACCTTTGTGCCAAGAAAGGCCTATGAAAAGTAAACACTGACTTTTGAAA 

GCAAG 



FIGURE 198 



</usr/seqdb2/sst/DNA/Dnaseqs,min/ss.DNA59294 
<subunit 1 of 1, 180 aa, 1 stop 
<MW: 20437, pi: 9.58, NX(S/T): 1 

MDWPHNLLFLLT I S I FLGLGQPRS PKSKRKGQGRPGPLAPGPHQVTLDLVSRMKP YARMEE Y 
ERNIEE^^VAQLRNSSEIJAQRKCEVNLQLWMSNKRSLSPWGYSINHDPSRIPVDLPEARCLCL 
GCVNPFTMQEDRSMVSVPVFSQVPVRRRLCPPPPRTGPCRQRAVMETIAVGCTCIF 

Important features: 
Signal peptide: 

amino acids 1-20 

N-glycosylation site. 

amino acids 75-78 

Homologous region to IIi-T.7 

amino acids 96-180. 



FIGURE 199 



GCGCCGCCAGGCGTAGGCGGGGTGGCCCTTGCGTCTCCCGCTTCCTTGAAAAACCCGGCGGG 
CGAGCGAGGCTGCGGGCCGGCCGCTGCCCTTCCCCACACTCCCCGCCGAGAAGCCTCGCTCG 
GCGCCCAACATGGCGGGTGGGCGCTGCGGCCCGCAGCTAACGGCGCTCCTGGCCGCCTGGAT 
CGCGGCTGTGGCGGCGACGGCAGGCCCCGAGGAGGCCGCGCTGCCGCCGGAGCAGAGCCGGG 
TCCAGCCCATGACCGCCTCCAACTGGACGCTGGTGATGGAGGGCGAGTGGATGCTGAAATTT 
TACGCCCCATGGTGTCCATCCTGCCAGCAGACTGATTCAGAATGGGAGGCTTTTGCAAAGAA 
TGGTGAAATACTTCAGATCAGTGTGGGGAAGGTAGATGTCATTCAAGAACCAGGTTTGAGTG 
GCCGCTTCTTTGTCACCACTCTCCCAGCATTTTTTCATGCAAAGGATGGGATATTCCGCCGT 
TATCGTGGCCCAGGAATCTTCGAAGACCTGCAGAATTATATCTTAGAGAAGAAATGGCAATC 
AGTCGAGCCTCTGACTGGCTGGAAATCCCCAGCTTCTCTAACGATGTCTGGAATGGCTGGTC 
TTTTTAGCATCTCTGGCAAGATATGGCATCTTCACAACTATTTCACAGTGACTCTTGGAATT 
CCTGCTTGGTGTTCTTATGTGTTTTTCGTCATAGCCACCTTGGTTTTTGGCCTTTTTATGGG 
TCTGGTCTTGGTGGTAATATCAGAATGTTTCTATGTGCCACTTCCAAGGCATTTATCTGAGC 
GTTCTGAGCAGAATCGGAGATCAGAGGAGGCTCATAGAGCTGAACAGTTGCAGGATGCGGAG 
GAGGAAAAAGATGATTCAAATGAAGAAGAAAACAAAGACAGCCTTGTAGATGATGAAGAAGA 
GAAAGAAGATCTTGGCGATGAGGATGAAGCAGAGGAAGAAGAGGAGGAGGACAACTTGGCTG 
CTGGTGTGGATGAGGAGAGAAGTGAGGCCAATGATCAGGGGCCCCCAGGAGAGGACGGTGTG 
ACCCGGGAGGAAGTAGAGCCTGAGGAGGCTGAAGAAGGCATCTCTGAGCAACCCTGCCCAGC 
TGACACAGAGGTGGTGGAAGACTCCTTGAGGCAGCGTAAAAGTCAGCATGCTGACAAGGGAC 
TGTAGATTTAATGATGCGTTTTCAAGAATACACACCAAAACAATATGTCAGCTTCCCTTTGG 
CCTGCAGTTTGTACCAAATCCTTAATTTTTCCTGAATGAGCAAGCTTCTCTTAAAAGATGCT 
CTCTAGTCATTTGGTCTCATGGCAGTAAGCCTCATGTATACTAAGGAGAGTCTTCCAGGTGT 
GACAATCAGGATATAGAAAAACAAACGTAGTGTTGGGATCTGTTTGGAGACTGGGATGGGAA 
CAAGTTCATTTACTTAGGGGTCAGAGAGTCTCGACCAGAGGAGGCCATTCCCAGTCCTAATC 
AGCACCTTCCAGAGACAAGGCTGCAGGCCCTGTGAAATGAAAGCCAAGCAGGAGCCTTGGCT 
CCTGAGCATCCCCAAAGTGTAACGTAGAAGCCTTGCATCCTTTTCTTGTGTAAAGTATTTAT 
TTTTGTCAAATTGCAGGAAACATCAGGCACCACAGTGCATGAAAAATCTTTCACAGCTAGAA 
ATTGAAAGGGCCTTGGGTATAGAGAGCAGCTCAGAAGTCATCCCAGCCCTCTGAATCTCCTG 
TGCTATGTTTTATTTCTTACCTTTAATTTTTCCAGCATTTCCACCATGGGCATTCAGGCTCT 
CCACACTCTTCACTATTATCTCTTGGTCAGAGGACTCCAATAACAGCCAGGTTTACATGAAC 
TGTGTTTGTTCATTCTGACCTAAGGGGTTTAGATAATCAGTAACCATAACCCCTGAAGCTGT 
GACTGCCAAACATCTCAAATGAAATGTTGTGGCCATCAGAGACTCAAAAGGAAGTAAGGATT 
TTACAAGACAGATTAAAAAAAAATTGTTTTGTCCAAAATATAGTTGTTGTTGATTTTTTTTT 
AAGTTTTCTAAGCAATATTTTTCAAGCCAGAAGTCCTCTAAGTCTTGCCAGTACAAGGTAGT 
CTTGTGAAGAAAAGTTGAATACTGTTTTGTTTTCATCTCAAGGGGTTCCCTGGGTCTTGAAC 
TACTTTAATAATAACTAAAAAACCACTTCTGATTTTCCTTCAGTGATGTGCTTTTGGTGAAA 
GAATTAATGAACTCCAGTACCTGAAAGTGAAAGATTTGATTTTGTTTCCATCTTCTGTAATC 
TTCCAAAGAATTATATCTTTGTAAATCTCTCAATACTCAATCTACTGTAAGTACCCAGGGAG 
GCTAATTTCTTT 



FIGURE 2 00 

</usr/ seqdb2/sst/DNA/Dnaseqs.min/ss.DNA56433 
<subunit 1 of 1, 349 aa, 1 stop 
<MW: 38952, pi: 4.34, NX(S/T): 1 

MAGGRCGPQLTALLAAWIAAVAATAGPEEAALPPEQSRVQPMTASNWTLVMEGEWMLKFYAP 
WCPSCQQTDSEWEAFAKNGEILQISVGKVDVIQEPGLSGRFFVTTLPAFFHAKDGIFRRYRG 
PG I FEDLQNY I LEKKWQS VE PLTGWKS PAS LTMSGMAGLFS I SGKI WHLHNYFTVTLG I PAW 
CSYVFFVIATLVFGLFMGLVLWISECFYVPLPRHLSERSEQNRRSEEAHRAEQLQDAEEEK 
DDSNEEENKDSLVDDEEEKEDLGDEDEAEEEEEEDNLAAGVDEERSEANDQGPPGEDGVTRE 
EVEPEEAEEGISEQPCPADTEWEDSLRQRKSQHADKGL 

Important features: 
Signal peptide: 

amino acids 1-22 

Transmembrane domain: 

amino acids 191-211 



N-glycosylation site. 

amino acids 46-49 

Thioredoxin family proteins. 

isomerase) 

amino acids 56-72 



(homologous region to disulfide 



Flavodoxin proteins 

amino acids 173-187 



FIGURE 2 01 



ATCTGGTTGAACTACTTAAGCTTAATTTGTTAAACTCCGGTAAGTACCTAGCCCACATGATT 
TGACTCAGAGATTCTCTTTTGTCCACAGACAGTCATCTCAGGGGCAGAAAGAAAAGAGCTCC 
CAAATGCTATATCTATTCAGGGGCTCTCAAGAACA ATGG AATATCATCCTGATTTAGAAAAT 
TTGGATGAAGATGGATATACTCAATTACACTTCGACTCTCAAAGCAATACCAGGATAGCTGT 
TGTTTCAGAGAAAGGATCGTGTGCTGCATCTCCTCCTTGGCGCCTCATTGCTGTAATTTTGG 
GAATCCTATGCTTGGTAATACTGGTGATAGCTGTGGTCCTGGGTACCATGGGGGTTCTTTCC 
AGCCCTTGTCCTCCTAATTGGATTATATATGAGAAGAGCTGTTATCTATTCAGCATGTCACT 
AAATTCCTGGGATGGAAGTAAAAGACAATGCTGGCAACTGGGCTCTAATCTCCTAAAGATAG 
ACAGCTCAAATGAATTGGGATTTATAGTAAAACAAGTGTCTTCCCAACCTGATAATTCATTT 
TGGATAGGCCTTTCTCGGCCCCAGACTGAGGTACCATGGCTCTGGGAGGATGGATCAACATT 
CTCTTCTAACTTATTTCAGATCAGAACC^C^GCTACCCAAGAAAACCCATCTCCAAATTGTG 
TATGGATTCACGTGTCAGTCATTTATGACCAACTGTGTAGTGTGCCCTCATATAGTATTTGT 
GAGAAGAAGTTTTCAATGTAAGAGGAAGGGTGGAGAAGGAGAGAGAAATATGTGAGGTAGTA 
AGGAGGACAGAAAACAGAACAGAAAAGAGTAACAGCTGAGGTCAAGATAAATGCAGAAAATG 
TTTAGAGAGCTTGGCCAACTGTAATCTTAACGAAGAAATTGAAGGGAGAGGCTGTGATTTCT 
GTATTTGTCGACCTACAGGTAGGCTAGTATTATTTTTCTAGTTAGTAGATCCCTAGACATGG 
AATCAGGGCAGCCAAGCTTGAGTTTTTATTTTTTATTTATTTATTTTTTTGAGATAGGGTCT 
CACTTTGTTACCCAGGCTGGAGTGCAGTGGCACAATCTCGACTCACTGCAGCTATCTCTCGC 
CTCAGCCCCTCAAGTAGCTGGGACTACAGGTGCATGCCACCATGCCAGGCTAATTTTTGGTG 
TTTTTTGTAGAGACTGGGTTTTGCCATGTTGACCAAGCTGGTCTCTAACTCCTGGGCTTAAG 
TGATCTGCCCGCCTTGGCCTCCCAAAGTGCTGGGATTACAGATGTGAGCCACCACACCTGGC 
CCCAAGCTTGAATTTTCATTCTGCCATTGACTTGGCATTTACCTTGGGTAAGCCATAAGCGA 
ATCTTAATTTCTGGCTCTATCAGAGTTGTTTCATGCTCAACAATGCCATTGAAGTGCACGGT 
GTGTTGCCACGATTTGACCCTCAACTTCTAGCAGTATATCAGTTATGAAGTGAGGGTGAAAT 
ATATTTCTGAATAGCTAAATGAAGAAATGGGAAAAAATCTTCACCACAGTCAGAGCAATTTT 
ATTATTTTCATCAGTATGATCATAATTATGATTATCATCTTAGTAAAAAGCAGGAACTCCTA 
CTTTTTCTTTATCAATTAAATAGCTCAGAGAGTACATCTGCCATATCTCTAATAGAATCTTT 
TTTTTTTTTTTTTTTTTTTGAGACAGAGTTTCGCTCTTGTTGCCCAGGCTGGAGTGCAAGGG 
CACGATCTCGGCTCACCGCAACCTCCGCCCCCTGGGTTCAAGCAATTCTCCTGCCTCAGCCT 
CCCAAGTAGCTGGGATTACAGTCAGGCACCACCACACCCGGCTAATTTTGTATTTTTTTAGT 
AGAGACAGGGTTTCTCCATGTCGGTCAGGGTAGTCCCGAACTCCTGACCTCAAGTGATCTGC 
CTGCCTCGGCCTCCCAAGTGCTGGGATTACAGGCGTGAGCCACTGCACCCAGCCTAGAATCT 
TGTATAATATGTAATTGTAGGGAAACTGCTCTCATAGGAAAGTTTTCTGCTTTTTAAATACA 
AAAATACATAAAAATACATAAAATCTGATGATGAATATAAAAAAGTAACCAACCTCATTGGA 
ACAAGTATTAACATTTTGGAATATGTTTTATTAGTTTTGTGATGTACTGTTTTACAATTTTT 
ACCATTTTTTTCAGTAATTACTGTAAAATGGTATTATTGGAATGAAACTATATTTCCTCATG 
TGCTGATTTGTCTTATTTTTTTCATACTTTCCCACTGGTGCTATTTTTATTTCCAATGGATA 
TTTCTGTATTACTAGGGAGGCATTTACAGTCCTCTAATGTTGATTAATATGTGAAAAGAAAT 
TGTACCAATTTTACTAAATTATGCAGTTTAAAATGGATGATTTTATGTTATGTGGATTTCAT 
TTCAATAAAAAAAAACTCTTATGAAAAAAAAAAAAAAAAAAAAA 




FIGURE 202 

</usr/seqdb2/sst/DNA/Dnaseqs .min/ss .DNA53 912 
<subunit 1 of 1, 201 aa, 1 stop 
<MW: 22563, pi: 4.87, NX(S/T): 1 

MEYHPDLENLDEDGYTQLHFDSQSNTRIAVVSEKGSCAASPPWRLIAVILGILCLVILVIAV 
VLGTMGVLSSPCPPNWIIYEKSCYLFSMSLNSWDGSKRQCWQLGSNLLKIDSSNELGFIVKQ 
VSSQPDNSFWIGLSRPQTEVPWLWEDGSTFSSNLFQIRTTATQENPSPNCVWIHVSVIYDQL 
CS VPS YS I CEKKFSM 

Important features : 

Type II transmembrane domain: 

amino acids 45-65 

cAMP- and cGMP - dependent protein kinase phosphorylation site. 

amino acids 197-200 

N-myristoylation sites, 
amino acids 35-40 and 151-156 

Homologous region to LDL receptor 

amino acids 34-67 and 70-200. 



FIGURE 203 



GGAAGGGGAGGAGCAGGCCACACAGGCACAGGCCGGTGAGGGAC 

CACAGGCTGGAGTGCAGTGGTGTGATCTTGGCTCATCGT^^ 

TCAGCCTCCCGAGTAGCTGGGATTACAGGTGGT 

TCGCTGCTGCAGACGACACTGTTCCTGCTGAGTCTG 

GAAGACTTTCGCTTCTGCAGCCAGCGGAACCAGACAC^^ 

CGCATCTCCATCGAGAACTCCGAAGAGGCCCTCACAGTCCA^ 

TCCTTCCCTGACCCCAGGGGCCTCTACCAC^TCTGCCTCTACT 

TATGGCAAGCGTGACTTCTTGCTGAGTGACAAAGCCTCTAGCCTCCTCTGCTTCCAGCACCA 

GCTCAGGGCCCCCCGCTGTTAGCCACTTCTGTCACCTCCTGGTGGAGCCCTCAGAACA 

GCCAGCTTC^CCTTCTCCTTCCAC^^ 

AAAAGGK^CCTCCAGCTGCTCAGCCAGTTCCT^ 

GCCAGCCAGCAGTTGCAGAGCCTGGAGTCGAAACT 

GAGGACCGGATCAACGCCACGGTGTGK3AAGCTCCAGCC 

CAGGAGGAGGAGCAGAGCGAGATCATGGAGTACTCGGTGCT 

CGGAGCGGGGAGGCTGAGAAGAGACTCCTCCTGGTGGA^ 

AGCCAAGTCCTGGGTGAGAAGGTCTTGGGGATTGTGGTACAGAACA 

GTGCTCACTTTCCAGCACC^GCTACAGCCGAAGAATGTGACT 

TTGAGCAGCCCGGGGCATTGGAGC^GTGCTGG^ 

AACCACTTGACCTACTTTGCAGTGCTGATGGTCTCCT 

CTCCTCTCCTACGTGGGCTGTGTCGTCTCTGCC^ 

GTGCCCCTGCCGTGCAGGAGGAAACCTCGGGACTACACCATCAAGGTGCACATGAACC 

CTGCTGGACACGAGCTTCCTGCTCAGCGAGCC 

ATCTTCCTGCACTTCTCCCTGCTCACCTGCCTOT 

GTGGAGGTCTTTGGCACCTATGTCCCTGGCTAC^ 

CTGGTGACGCTGGTGGCCCTGGTGGATGTGGACAACTATGGCCCC^ 

GGCGTCATCTACCCTTCCATGTGCTG<^^ 

CTGGTGTTTCTGTTCAACATGGCCSVrG 

AAGTGGTCACATGTGCTGACACTGCTGGGCCTCAGCCTGGTCCTTGGCCTGCCCTGGGCCTTGATCTTCTTCTCC 

TTTGCTTCTGGCACCTTCCAGCTTGTCGTC 

TTGATCTGGTACTGGTCCATGCGGCTGCAGGC^ 

AGGCTCCCCATCAGCTCGGGCAGCACCTCGTCCAGCCGCATCTAGGCCTCCAGCC 

CAGAGATGCGGCCTCGTCGCACACTGCCTGTGGCC^ 

TTGGAAAGCCCAACGACCATGGAGAGATGGGCCGTT 

GCCTTGGGGACTACTCGGCTCTCACTCAGCTCCCACGGGACTCAGAAGTGCGCCGCCATGCTGCCTAGGGTACTG 
TCCCCAC^TCTGTCCCAACCCAGCTGGAGGCCTGGT 
GGCCAGGCCTTGGATCTTGAGGGTCTGGCACATCCTTA 
GTTGCTCTGTCTCTCGTGGTGACCCTGAGGGCACT 

CGAATGGGGCCCAGGGCAGACCTTCAGGGCCAGAGCCCTGGCGGAGGAGAGGCCCTTTGCCAGGAGCA 
AGCTCGCCTACCTCTGAGCCC^GGCCCCCTC^ 

TCCTCCTCTCCCAGGGCCTCCTTGCTCCTTCGTTCACAGCTGGGGGTCCCCGATTCCAATG 

GTGGTTTCCAGGAGCTGCCTGGTGTCTGCTGTAAATGTTTGTCTACTGCACAAGCCTCGGCCTGCCCCTGAGCCA 

GGCTCGGTACCGATGCGTGGGCTGGGCTAGGTCCCTCTGTCCATCTGGGCCTTTGTATGAGCTGCATTGCCCTTG 

CTCACCCTGACCAAGCACACGCCTCAGAGGGGCCCTCAGCCTCTCCTGAAGCCCTC 

C<^TGCCAGTCCCGTCTGGTTTCCATCCCAC 

GAGCCTGACACTCTCCTAAGAGGTTCTCTCCAAGCCCC 

TAATTCTGTCCAACAAACACACACGGGTAGATTGCT 

GTCACTCCTCCTGCCAACATTCAGTCTGGTATGTGAGGCGTGCGTGAAGCAAGAACTCCTGGA 

GGGAGCCATCATTCCTGCCTGGGAATCCTGGAAGACTTCCTGCAGGAG 

GGGAAGGATGTTCTTTTTACGTACCAATTCTTTTGTC^ 

ATTTGGAAACTGTAGAAGAGAATCAAGAAGAAAAATAAAAATC^GCTGTTGTAATCGCCTA 
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA^^ 



FIGURE 204 



< /usr / seqdb2 /s s t /DNA/Dnaseqs . min/ss . DNA5 0921 
<subunit 1 of 1, 693 aa, 1 stop 
<MW: 77738, pi: 8.87, NX(S/T): 7 

MTPQSLLQTTLFLLSLLFLVQGAHGRGHREDFRFCSQRNQTHRSSLHYKPTPDLRISIENSE 

EALTVHAPFPAAHPASRSFPDPRGLYHFCLYWNRHAGRLHLLYGKRDFLLSDKASSLLCFQH 

QEESLAQGPPLIiATSVTSWWSPQNISLPSAASFTFSFHSPPHTAAHNASVDMCELKRDLQLL 

SQFLKHPQKASRRPSAAPASQQLQSLESKLTSVRFMGDMVSFEEDRINATWKLQPTAGLQD 

LHIHSRQEEEQSEIMEYSVLLPRTLFQRTKGRSGEAEKRLLLVDFSSQALFQDKNSSQVLGE 

KVLGIVVQNTKVANLTEPVVLTFQHQLQPK1TVTLQCVFWVEDPTLSSPGHWSS 

TQTSCFCNHLTYFAVIiWSSVEVDAVHKHYLSLLSWGCWSAIA 

RRKPRDYT I KVHMNLLLAVFLLDTS FLLS E P VALTGSE AGCRAS AI FLHFS LLTCLSWMGLE 

GYNLYRLVVEVFGTYVPGYLLKLSAMGWGFPIFLVTLVALVDVDNYGPIILAVH 

PSMCWIRDSLVSYITNLGLFSLVFLFNMAMLATMVVQILRLRPHTQKWSHVLTLLG 

LPWALIFFSFASGTFQLWLYLFSIITSFQGFLIFIWYWSMRLQARGGPSPLKSNSDSARLP 

ISSGSTSSSRI 

Important features : 
Signal peptide: 

amino acids 1-25 

Putative transmembrane domains: 

amino acids 382-398, 402-420, 445-468, 473-491, 519-537, 568-590 
and 634-657 

Microbodies C- terminal targeting signal. 

amino acids 691-693 

cAMP- and cGMP- dependent protein kinase phosphorylation sites, 
amino acids 198-201 and 370-373 
N-glycosylation sites* 

amino acids 39-42, 148-151, 171-174, 234-237, 303-306, 324-327 
and 341-344 

G-protein coupled receptors family 2 proteins 

amino acids 475-504 



FIGURE 205 



TGCCTGGCCTGCCTTGTCAACAATGCCGCTTACTCTGCTTCCAGGTTGCCCTGCCTTGCAGA 
GGAAANCNTCGGGACTACACCNTCAAGTGCACATGAACCTGCTGCTGGCCGTCTTCCTGCTG 
GACACGAGCTTCCTGCTCAGCGNAGCCGGTGGCCCTGACAGGCTCTGAAGGCTGGCTGCCGA 
GCCAGTGCCATCTTCCTGCACTTCTCCTGCTCACCTGCCTTTCCTGGATGGGCCTCGAGGGG 
TACAACCTCTACCGACTCGTGGTGGAGGTCTTTGGCACCTATGTCCCTGGCTACCTACTCAA 
GCTGAGCGCCATGGGCTGGGGCTTCCCCATCTTTCTGGTGACGCTGGTGGCCCTGGTGGATG 
TGGACAACTATGGCCCCATCATCTTGGCTGTGCATAGGACTCCAGAGGGCGTCATCTACCCT 
TCCATGTGCTGGATCCGGGACTCCCTGGTCAGCTACATCACCAACCTGGGCCTCTTCAGCCT 
GGTGTTTCTGTTCAACATGG 



FIGURE 206 

TCCI'TITCAAAAA^ 

GCGATTCTCTGCTGCCAGIAGCAGGCTCGGCGCTTCCACCCCAGTGCAGCCTTCCCCTGGCGGTGGTGAAAGAGAC 
TCGGGAGTCGCTGCTTCCAAAGTGCCCGCCGTGAGTGAGCTCT 
TTCTCCTGCTGACATCTGCCCTGGCCGGCCAGAGACAG^^ 
AGTTTTCCAGCAACAAGGAACAGAACGGAGTACAAGATCCT 

GAAGTATTCACAGCCCAAGGTTTCCTCATACTTATCCAAGAAATACGGTCTTGGTATGGAGATTAGT 
AGGAAAATGTATGGATACAACTTACGTTTGATGAAAGATTT 

ATGATTTTGTAGAAGTTGAGGAACCCAGTGATGGAACTATATTAGGGCGCTGGTGTGGTTCTGGTACTGTACCAG 
GAAAACAGATTTCTAAAGGAAATCAAATTAGGATAAGATTTGTATCTGATGAATATTTTCCTTCTGAACCAGGGT 
TCTGCATCCACTACAACATTGTCATGCCACAATTCA^ 

TGCCACTGGACCTGCTTAATAATGCTATAACTGCCTTTAGTACCTTGGAAGACCTTATTCGATATCTTGAACCAG 

AGAGATGGCAGTTGGACTTAGAAGATCTATATAGGCCAACTTGGCAACTTCTTGGCAAGGCT 

GAAAATCC^GAGTGGTGGATCTGAACCTTC 

CAGTGTCCATAAGGGAAGAACTAAAGAGAACCGATACCATTTTCTGGCCAGGTTGTCTC 
GTGGGAACTGTGCCTGTTGTCTCCACAATTGCAATGAA 

ACGAGGTCCTTCAGTTGAGACCAAAGACCGGTGTCAGGGGATTGCACAAATCACTCACCGACGTGGCCCTGGAG 

ACCATGAGGAGTGTGACTGTGTGTGCAGAGGGAGCACAGG^^ 

GAGCTGTGCAGTGCAGTGGCTGATTCTATTAGA 

TC^GGACCTTTCATCTTCAGGATTTACAGTGCATTCTGAAAGAGGAGACATCAAACA 
ACAGCTCTTTTGAGAGGAGGCCTAAAGGACAC^ 

TAAATAGATCACCAGCTAGTTTCAGAGTTACCATGTACGTATTCCACTAGCTGGGTTCTGTATTTCAGTTC 
C^TACGGCTTAGGGTAATGTCAGTACAGGAAAAAAACT 

ATGTAAACCAGAACATTCTATGTACTACAAACCTGGTTTTTAAAAAGGAACTATGTTGCTATGAATTAAACTTGT 

GTCATGCTGATAGGACAGACTGGATTTTTCATATTTCTTATTAAAATTTCTGCCATTT^ 

TTCATGGTTTGGAAGAGATAAACCTGAAAAGAAGAGTGGCCTTATCTTCACTTTATCGATAAGTC^ 

TTTCATTGTGTACATTTTTATATTCTCCTTTTGACATTATAACTGTTGGCTTTTCTAATCTTGTTAAATAT 

ATTTTTACCAAAGGTATTTAATATTCTTTTTTATGACAACTTAGATCAACTATTOT 

AAACACAATTGTTATAGCC^GAGGAACAAAGATGATATAAAATATTGTTGCTCTGACAAA 

TTCTCGTATGGTGCTAGAGTTAGATTAATCTGCATTTTAAAAAACTGAATTGGAATAGAATTGGTAAGTTGCAAA 
GACTTTTTGAAAATAATTAAATTATC^TATCTTCCATTCCTGTTATTGGAGATGAAAATAAAAAGCAACT 
AAGTAGACATTCAGATCCAGCCATTACTAACCTATTCCTTTTTTGGGGAAATCTGA 
AAAGCACCTTGAAAAAGACTTGGCAGCTTCCTGATAAAGCGTGCTGTGCT 

TTGTGATGTTGTGGTTTTATTATCTTAAACTCTGTTCCATACACTTGTATAAATACATGGATATTTTTATGTAC^ 
GAAGTATGTCTCTTAACCAGTTCACTTATTGTACTCTGGCAATTTAAAAGAAAATCAGTAAAATATTTTGC 
AAAATGCTTAATATNGTGCCTAGGTTATGTGGTGACTATTTGAATCAAAAATGTA 
ATGTGGCTATTTTGGGGAGAAAATTAAAAAAAAAAAAAAAAAAAAAGGTT^ 



FIGURE 207 



MSLFGLLLLTSALAGQRQGTQAESNLSSKFQFSSNKEQNGVQDPQHERIITVSTNGSIHSPR 
FPHTYPRNTVLVWRLVAVEENVWIQLTFDERFGLEDPEDDICKYDFVEVEEPSDGTILGRWC 
GSGTVPGKQISKGNQIRIRFVSDEYFPSEPGFCIHYNIVMPQFTEAVSPSVLPPSALPLDLL 
1TOAITAFSTLEDLIRYLEPERWQLDLEDLYRPTWQLLGKAFVFGRKSRVVDLNLLTEEVRLY 
SCTPRNFSVSIREELKRTDTIFWPGCLLVKRCGGNCACCLHNCNECQCVPSKVTKKYHEVLQ 
LRPKTGVRGLHKS LTD VALEHHEE CDCV CRGSTGG 



Signal sequence: 
amino acids 1-14 



FIGURE 2 08 

CCC^TCTCAAGCTGATCTTGGCA^ 

AGACTAAAAATGGTGTTTCCAATGTGGACACT 
AAACTCCTTGGGGCTAGATGGTTTCCTAAAACT 
ATCGTGGACTGCACAGACAAGCATTTGACAGAAATO 
ACCATTAACCACATACCAGACATCTCCCCAGCGTCCT^ 

TGCAACTGTGTACCTATTCCACTGGGGTCAAAAAACAACATGTGCATCAAGA 
TTTAGTGGACTCACTTATTTAAAATCCCTTTACCTC 
CCTAGCTTACAGCTTCTCAGCCTTGAGGCCAACAACATCTTTTCC^ 
AACATAGAAATACTCTACCTGGGCCAAAACTGTTATTATCGAAATCC 

GATGCCTTCCTAAACTTGACAAAGTTAAAAGTGCTCTCCCTGAAAGATAACAATGTCACAGCC 

TTGCCATCTACTTTAAC^GAACTATATCTCTACAACAACATGATT 

CTC^CCAATTACAAATTCTTGACCTA^ 

TGTAAAAATAATT<^CCCCTACAGATCCCTGTAAATGCTTTTGATGCGCTGACAGAATTAAAAGTTTTACGTCTA 

CACAGTAACTCTCTTCAGGA/TGTGCCCCC^ 

C^AAACTTCTTGGCCAAAGAAATTGGGGATC^ 

TCTTTCAATTTTGAACTTCAGGTCTATCGTGCATCTATGAATCTATCACAAGCATTTTCTTCA 

AAAATTCTGCGGATCAGAGGATATGTCTTTAAAGAGTTGAAAAGCTTTAACCTCTCGCC^TTACA 

AATCTTGAAGTTCTTGATCI^GGCACTAACTTTATAAAAATTGOT 

CTGAAAGTCATAGATCTTTCAGTGAATAAAATATCACCTT 

GCCAGAACTTCTGTAGAAAGTTATGAACCCCAGGTCCT 

AGGAGTTGCAGATTC^AAAACAAAGAGGCTTC^ 

TTGGATCTAAGTAAAAATAGTATATTTTTTGTCAAGTCCTCTGATTTTCAGCATCTTTCTTTCCTCAAATGCCTG 

AATCTGTCAGGAAATCTCATTAGCCAAACTCTTAATGGCAGTGAATTCCAACCT 

GACTTCTCCAACAACCGGCTTGATTTACTCCATTCAACAGCATTTGAAGAGCTTCACAA 

ATAAGCAGTAATAGCCATTATTTTCAATCAGAAGGAATTACTCATATGCTAAACTTTACCAAGAACCTA 

CTGCAGAAACTGATGATGAACGACAATGACATCTCTTCCTC 

ACTCTGGAATTCAGAGGAAATCACTTAGATGTTTTATGGAGAGAAGGTGATAAC^ 

AATCTGCTAAAATTAGAGGAATTAGACATCTCTAAAAATTCCCTAAGTTTCTTGCCT 

ATGCCTCCAAATCTAAAGAATCTCTCTTTGGCCAAAAATGGG 

CTAAAGAACCTGGAAACTTTGGACCTCAGCCACAACCAACTGACCACTGTCCCTGAGAGATT 

AGAAGCCTCAAGAATCTGATTCTTAAGAATAATCAAATCAGGAGTCTGACGAAGTATTTTCTACAAGA 

CAGTTGCGATATCTGGATCTCAGCTCAAATAAAATCCAGATGATCCAAAAGACCAGCTTCCCAG 

AACAATCTGAAGATGTTGCTTTTGCATCATAATCX^TTTCTGTGCACCTGTGATGCTGTGTGGTTTGTCTGGTGG 

GTTAACCATACGGAGGTGACTATTCCTTACCTGGCCACAGATGTG^ 

CAAAGTGTGATCTCCCTGGATCTGTACACCTC^ 

TCTGTATCTCTCTTTCTCATGGTGATGATGAC^^ 

TTCTGTAAGGCCAAGATAAAGGGGTATCAGCGTCT^ 

GACACTAAAGACCCAGCTGTGACCGAGTGGGTTTTGGCTGAGCTGGTGGCCAAACTGGAAGACCCAAGAG 
CATTTTAATTTATGTCTCGAGGAAAGGGACTGGTTACCAG 

CAGCTTAGGAAAAAGACAGTGTTTGTGATGACAGACAAGTATGCAAAGACTGAAAA 

TTGTCCCATCAGAGGCTCATGGATGAAAAAGTTGATGTGATTATCTTGATATTTCTTGAGAAGCCCTTTCAGAAG 
TCCAAGTTCCTCCAGCTCCGGAAAAGGCTCTGTGGGAGTTCTGTC 
CCATACTTCTGGCAGTGTCTAAAGAACGCCCTGGCCACAGACAATCATGTGGCCTA 
ACGGTCTAGCCCTTCTTTGCAAAACACAACTGCCTAGTTTACCAAGGAGAGGCCT 



FIGURE 209 



MVFPMWTLKRQI LI LFNI I L I ^ 

I PTNTTNLTLT I NH I PD I S PAS FHRLDHLVE I DFRCNCVP I PLGS KNNMC I KRLQ I KPRS FS 
GLTYLKSLYLDGNQLLE I PQGLPPSLQLLSLEANNI FS IRKENLTELANI E I LYLGQNCYYR 
NPCYVSYSIEKDAFLNLTKLKVLSLKDNNVT^ 

NQLQILDLSGNCPRCYNAPFPCAPCKl^SPLQIPVNAFDALTELKVLRLHSNSLQHVPPRWF 
KNINKLQELDLSQNFLAKEIGDAK^^ 

KI LRI RGYVFKELKS FNLS PLHNLQNLE VLDLGTNF I KI ANLSMFKQFKRLKVIDLS VNKI S 
PSGDSSEVGFCSNARTSVESYEPQVLEQLHYFRYDKYARSCRFKNKEASFMSVNESCYKYGQ 
TLDLSKNSIFFVKSSDFQHLSFLKCLNLSGNLISQTIjNGSEFQPIjAELRYLDFSNNRLDLLH 
STAFEELHKLEVLDISSNSHYFQSEGITHMIjNFTKNLKVLQKLMMNDNDISSSTSRTMESES 
LRTLEFRGNHLDVLWREGDNRYLQLFKNLLKLEELDISKNSLSFLPSGVFDGMPPNLKNLSIi 

aknglksfswkklqclknletldlshnqlttvperlsncsrslknlilknnqirsltkyflq 
dafqlryldlssnkiqmiqktsfpenvijsrnlkmlllhhnrflctcdaw 
ylatdvtcvgpgahkgqsvisldlytce^^ 
yiyhfckakikgyqrlispdccydafivydtk^ 

RDWLPGQPVTjENLSQSIQLSKKTVFVMTDKYAK^ 

KPFQKSKFLQLRKRLCGSSVLEWPTNPQAHPYFWQCLKNALATDNHVAYSQV 

Signal sequence: 

amino acids 1-26 

Transmembrane domain: 

amino acids 840-860 
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GKXjTACCATTCTrcOGCTGCTGCA 

AGTCGTCAATGCTGACCTGCATTTTCCTGCTAATATCT 

GAAGCTATCCTTGTGATGAGAAAAAGCAAAATGACTCAGTT^ 

TTCCCGAAACGGTGGGCAAATATGTGACAGAACT 

CATTTCAAGGGCTGCAAAATCTCACTAAAATAAATCTAAACCACAACCCCAATC 

CCGGTATACAATCAAATGGCTTGAATATC^CAGACGGGGCATTCCTCAACCTA 

TTGAAGACAACCAGTTACCCCAAATACCCTCTGGTTTGCCAGAGTCTTTGACAGAACTTAGTCTA 

ATATATACAAC^TAACTAAAGAGGGCATTTCAAGACT^ 

ATTTTAACAAAGTTTGCGAGAAAACTAAC^T^^ 

CACTATCTTTCAATTCTCTTTCACACGTGCCACCCAAACTGCC^ 

CCCAGATCAAATACATTAGTGAAGAAGATTTCAAGGGATTGATAAATTTAACATTACTAG^ 

GTCCGAGGTGCTTCAATGCCCCATTTCGATGCGTGCCTTGTGATGGTGGTGCTTCAATTAATATAGATCGTTTTG 
CTTTTCAAAACTTGACCCAACTTCGATACCTAAACCTCTC 

TTAAAAATATGCCTCATCTGAAGGTGCTGGATCTTGAATTCAACTATTTAGTGGGAGAAATAGTCTCTGGGGCAT 
TTTTAACX^TGCTGCCCCGCTTAGAAATACTTGACTTGTCTTTTAACTATATAAAGGGGAGTTATCCACAGCATA 
TTAATATTTCCAGAAACTTCTCTAAACTTTTGTCTCTAC 
T(^GAGAAGATGATTTCCAGCCCCTGATGCAGCTTC 

AGCAAATCGATTTCAAACTTTTCCAAAATTTCTCCAATCTGGAAATTATTTACTTGTCAGA 
CGTTGGTAAAAGATACCCGGCAGAGTTATGCAAATAGTTCCT 

CAGATTTTGAGTTTGACCCACATTCGAACTTTTATCATTTCACCCGTCCTTTAATAAAGCCACAATGTGCTGCTT 

ATGGAAAAGCCTTAGATTTAAGCCTCAACAGTATT 

TTGCCTGTTTAAATCTGTCTGCAAATAGCAAT^ 

TCAAATATTTGGATTTGACAAACAATAGACTAGACTTTGATAATGCTAGTGCTCTTACTG 
AAGTTCTAGATCTCAGCTATAATTCACACTATT^ 

ATTTCACAAATCTAAAAGTTTTAAACTTGAGCCACAACAACATTTATACTTTAACAGA 
GCAAGTCCCTGGTAGAATTAGTTTTCAGTGGCAAT^ 

TCTCCATTTTCAAAGGTCTCAAGAATCTGACACGTCTGGATTTATCCCTTAATAGGC 
AAGCATTCCTTAATTTGCC^GCGAGTCTC^^ 
CATTACTCCAGCAGTTTCCTCGTCTCGAGTTGCTT 
TATCTGACTTTACATCTTCCCTTCGGACA^ 

TTTCTGAAGTCAGTAGTCTGAAGCACCTCGATTTAAGTTCCAATC^ 

AAACTAAGACCACCACCAAATTATCTATGTTGGAACTACACGGAAACCCCTTTGAATGC^ 

ATTTCCGAAGATGGATGGATGAACATCTGAATGTCAAAATTCCCAGACTGGTAGATGTCATTTGTGCCA 

GGGATC^kAAGAGGGAAGAGTATTGTGAGTCTGGAGCTAACAACTTGTGTTTCAGATGTCACTGCAGTGATATTAT 

TTTTCTTCA.CGTTCTTTATCACCACCATGGTTATGTTGGCTGCCCTGGCT 

GGTTTATATATAATGTGTGTTTAGCTAAGGTAAAAGGCTACAGGTCTCTT 

CTTACATTTCTTATGACACCAAAGATGCCTCrGTTACTGACTGGGTGATAAATGAGCTC 

AGAGCCGAGACAAAAACGTTCTCCTTTGTCTAGAGGAGAGGG 

TC^TGCAGAGCATCAACCAAAGCAAGAAAACAGTATTTGTTTTAACCAAAAAATATGCAAAAAGCTG 

AAACAGCTTTTTACTTGGCTTTGCAGAGGCTAATGGATGAGAACATGGATGTGATTATATTTATCCTGCTGGAGC 

CAGTGTTACAGCATTCTCAGTATTTGAGGCTACGGC^GCGGATCTGTAAGAGCTCCATCCTCCAG 

ACCCGAAGGCAGAAGGCTTGTTTTGGCAAACTCTGAGAAATGTGGTCTTGACTGAAAATGAITCACGGTATAAC^ 

ATATGTATGTCGATTCCATTAAGCAATACTAACT^ 

GAATGACATTTCTGTATTAGTTATCTATTGCTATG 

TTTGCTGGCCCACAGTTTTTGAGGGTCAGGAGTCC^^ 

AGGCTGCAATGTAGGTGTTCACCAGAGACATAGGC^ 

ATTCCTCCTGGGCTATTGGCCAAAGGCTATACTCATGTAAGCCATGCGAGCCTCTCCCACAAGGCAG 
ATCAGAGCTAGCAAAAAAGAGAGGTTGCTAGCAAGATGAAGT 
iATCTCATCACTTTGGCCATATTCTATTTGTTAGAAGTAA 
TC^GTCCAGGGAAAACAGCTGAAGACCAAGATGGTGAGCTC 
TGACTGCTGTCCTGGGATGGCCTGCTATCTTG^ 

ATCTTAGCAGTTGACCTAACACATCTTCTTTTCAATATCTAAGAACTTTTGCCACTGTGACTAATGGTCCTAATA 
TTAAGCTGTTGTTTATATTTATCATATATCTATGGCTACATGGTTATATTATGCTGTGGTTGCGTTCGGTTTTAT 
TTACAGTTGCTTTTACAAATATTTGCTGTAACAT 

ATAGCTTTTAAAGCATCTTTTACTTCTTACCATT1TTTAAAAGTATGCAGCTAA 

TTGTTAATTGCCATTGCTGTAAATCTTAAAATGAATGAATAAAAATGTTTCATTTTACAAAAAAAAAAA 



FIGURE 211 



MENMFLQSSMLTCIFLLISGSCELCAEENFSRSYPCDEKKQNDSVIAECSNRRLQEVPQTVG 

KYVTELDLSDNFITHITNESFQGLQNLTKINLNHNPNVQHQNGNPGIQSNGLNITDGAFIjNL 

KNLRELLLEDNQLPQI PSGLPESLTELSLIQNNI YNITKEGI SRLINLKNLYLAWNCYFNKV 

CEKTNIEDGVFETLTNLELLSLSFNSLSHVPPKLPSSLRKLFLSNTQIKYISEEDFKGLINL 

TLLDLSGNCPRCFNAPFPCV'PCDGGASINIDRFAFQNLTQLRYIiNLSSTSLRKINAAWFKNM 

PHLKVLDLEFNYLVGEIVSGAFLTMLPRLEILDLSFNYIKGSYPQHINISRNFSKLLSLRAL 

HLRGYVFQELREDDFQPLMQLPNLSTINLGINFIKQIDFKLFQNFSNLEIIYLSENRISPLV 

KDTRQSYANSSSFQRHIRKRRSTDFEFDPHSNFYHFTRPLIKPQCAAYGKALDLSLNSIFFI 

GPNQFENLPDIACIjNLSANSNAQVLSGTEFSAIPHVKYLDLTNNRLDFDNASAL 

LDLSYNSHYFRIAGVTHHLEFIQNFTNLKVXjNLSHNNIYTLTDKYNLESKSLVELVFSGNRL 

DI LWNDDDNRYI S I FKGLKNLTRLDLSLNRLKHI PNEAFLNLPASLTELHINDNMLKFFNWT 

IiLQQFPRLELLDLRGNKLLFLTDSLSDFTSSLRTLLLSHNRISHLPSGFLSEVSSLKHLDLS 

SNLLKTINKSALETKTTTKLSMLELHGNPFECTCDIGDFRRWMDEHLNVKIPRLVDVICASP 

GDQRGKBIVSLELTTCVSDVTAVILFFFTFFIT^ 

GYRSLSTSQTFYDAYISYDTKDASVTDWVINELRYHLEESRDKNVLLCLEERDWDPGLAIID 
NLMQSINQSKKTVFVLTKKYAKSWNFKTAFYIJALQRLMDEN^OVIIFILLEPVLQHSQYLRL 
RQR I CKS S I LQWPDNPKAEGLFWQTLRNVVLTENDSRYNNMYVDS I KQY 

S ignal s equence : 

amino acids 1-26 

Transmembrane domain: 

amino acids 826-848 
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CCAGGTCCAACTGCACCTCGGTTCTATCGATTGAATTCCCCGGGGATCCTCTAGAGATCCCT 
CGACCTCGACCCACGCGTCCGCCAAGCTGGCCCTGCACGGCTGCAAGGGAGGCTCCTGTGGA 
CAGGCCAGGCAGGTGGGCCTCAGGAGGTGCCTCCAGGCGGCCAGTGGGCCTGAGGCCCCAGC 
AAGGGCTAGGGTCCATCTCGAGTCCGAG 

TCCAGCAGCATCAGCAGCCCCCAGGACCGGGGAGGCACAGGTGGCCCCCACCACCCGGAGGA 
GCAGCTCCTGCCCCTGTCCGGGGGATGACTGATTCTCCTCCGCCAGGCCACCCAGAGGAGAA 
GGCCACCCCGCCTGGAGGCACAGGCC ATGA GGGGCTCTCAGGAGGTGCTGCTGATGTGGCTT 
CTGGTGTTGGCAGTGGGCGGCACAGAGCACGCCTACCGGCCCGGCCGTAGGGTGTGTGCTGT 
CCGGGCTCACGGGGACCCTGTCTCCGAGTCGTTCGTGCAGCGTGTGTACCAGCCCTTCCTCA 
CCACCTGCGACGGGCACCGGGCCTGCAGCACCTACCGAACCATCTATAGGACCGCCTACCGC 
CGCAGCCCTGGGCTGGCCCCTGCCAGGCCTCGCTACGCGTGCTGCCCCGGCTGGAAGAGGAC 
CAGCGGGCTTCCTGGGGCCTGTGGAGCAGCAATATGCCAGCCGCCATGCCGGAACGGAGGGA 
GCTGTGTCCAGCCTGGCCGCTGCCGCTGCCCTGCAGGATGGCGGGGTGACACTTGCCAGTCA 
GATGTGGATGAATGCAGTGCTAGGAGGGGCGGCTGTCCCCAGCGCTGCATCAACACCGCCGG 
CAGTTACTGGTGCCAGTGTTGGGAGGGGCACAGCCTGTCTGCAGACGGTACACTCTGTGTGC 
CC?^GGGAGGGCCCCCCAGGGTGGCCCCCAACCCGACAGGAGTGGACAGTGCAATGAAGGAA 
GAAGTGCAGAGGCTGCAGTCCAGGGTGGACCTGCTGGAGGAGAAGCTGCAGCTGGTGCTGGC 
CCCACTGCACAGCCTGGCCTCGCAGGCACTGGAGCATGGGCTCCCGGACCCCGGCAGCCTCC 
TGGTGCACTCCTTCCAGCAGCTCGGCCGCATCGACTCCCTGAGCGAGCAGATTTCCTTCCTG 
GAGGAGCAGCTGGGGTCCTGCTCCTGCAAGAAAGACTCGTGACTGCCCAGCGCCCCAGGCTG 
GACTGAGCCCCTC^CGCCGCCCTGCAGCCC^ 

AAGCCACCTCGGGGTGACTGAGCGGAAGGCCAGGCAGGGCCTTCCTCCTCTTCCTCCTCCCC 
TTCCTCGGGAGGCTCCCCAGACCCTGGCATGGGATGGGCTGGGATCTTCTCTGTGAATCCAC 
CCCTGGCTACCCCCACCCTGGCTACCCCAACGGCATCCCAAGGCCAGGTGGGCCCTCAGCTG 
AGGGAAGGTACGAGCTCCCTGCTGGAGCCTGGGACCCATGGCACAGGCCAGGCAGCCCGGAG 
GCTGGGTGGGGCCTCAGTGGGGGCTGCTGCCTGACCCCC^GCACAATAAAAATGAAACGTGA 
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAGGGCGGCCGCGACTCTAGAGT 
CGACCTGCAGAAGCTTGGCCGCCATGGCCCAACTTGTTTATTGCAGCTTATAATC^ 



FIGURE 213 



MRGSQEVLLMWLLVLAVGGT^ 

STYRTIYRTAYRRSPGLAPARPRYACCPGWKRTSGLPGACGAAICQPPCRNGGSCVQPGRCR 
CPAGWRGDTCQSDVDECSARRGGCPQRCINTAGSYWCQCWEGHSLSADGTLCVPKGGPPRVA 
PNPTGVDSAMKEEVQRLQSRVDLLEEKLQLVT^PLHSI^SQALEHGLPDPGSLLVHSFQQ^ 
RIDSLSEQISFLEEQLGSCSCKKDS 



Signal sequence: 
1-19 
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GCCAGGCAGGTGGGCCTCAGGAGGTGCCTCCAGGCGGCCAGTGGGCCTGAGGCCCCAGC!AAG 

GGCTAGGGTCCATCTCGAGTCCCAGGACACAGCAGCGGCCACCATGGCCACGCCTGGG^ 

AGCAGCATCAGAGCAGCCCCTGTGGTTGGCAGCAAAGTTCAGCTTGGCTGGGCCCGCTGTGA 

GGGGCTTCGCGCTACGCCCTGCGGTGTCCCGAGGGCTGAGGTCTCCTCATCTTCTCCCTAGC 

AGTGGATGAGCAACCCAACGGGGGCCCGGGGAGGGGAACTGGCCCCGAGGGAGAGGAACCCC 

AAAGCCACATCTGTAGCCAGGATGAGCAGTGTGAATCCAGGCAGCCCCCAGGACCGGGGAGG 

CACAGGTGGCCCCCACCACCCGGAGGAGCAGCTCCTGCCCCTGTCCGGGGGATGACTGATTC 

TCCTCCGCCAGGCCACCCT^GAGGAGAAGGCCACCCCGCCTGGAGGCACAGGCC ATGA GGGGC 

TCTCAGGAGGTGCTGCTGATGTGGCTTCTGGTGTTGGCAGTGGGCGGCACAGAGCACGCCTA 

CCGGCCCGGCCGTAGGGTGTGTGCTGTCCGGGCTCACGGGGACCCTGTCTCCGAGTCGTTCG 

TGCAGCGTGTGTACCAGCCCTTCCTCACCACCTGCGACGGGCACCGGGCCTGCAGCACCTAC 

CGAACCATCTATAGGACCGCCTACCGCCGCAGCCCTGGGCTGGCCCCTGCCAGGCCTCGCTA 

CGCGTGCTGCCCCGGCTGGAAGAGGACCAGCGGGCTTCCTGGGGCCTGTGGAGCAGCAATAT 

GCCAGCCGCCATGCCGGAACGGAGGGAGCTGTGTCCAGCCTGGCCGCTGCCGCTGCCCTGCA 

GGATGGCGGGGTGACACTTGCCAGTCAGATGTGGATGAATGCAGTGCTAGGAGGGGCGGCTG 

TCCCCAGCGCTGCATCAACACCGCCGGCAGTTACTGGTGCCAGTGTTGGGAGGGGCACAGCC 

TGTCTGCAGACGGTACACTCTGTGTGCCCAAGGGAGGGCCCCCCAGGGTGGCCCCCAACCCG 

ACAGGAGTGGACAGTGCAATGAAGGAAGAAGTGCAGAGGCTGCAGTCCAGGGTGGACCTGCT 

GGAGGAGAAGCTGCAGCTGGTGCTGGCCCCACTGCACAGCCTGGCCTCGCAGGCACTGGAGC 

ATGGGCTCCCGGACCCCGGCAGCCTCCTGGTGCACTCCTTCCAGCAGCTCGGCCGCATGGAC 

TCCCTGAGCGAGCAGATTTCCTTCCTGGAGGAGCAGCTGGGGTCCTGCTCCTGCAAGAAAGA 

CTCGTGACTGCCCAGCGCTCCAGGCTGGACTGAGCCCCTCACGCCGCCCTGCAGCCCCCATG 

CCCCTGCCCAACATGCTGGGGGTCCAGAAGCCACCTCGGGGTGACTGAGCGGAAGGCCAGGC 

AGGGCCTTCCTCCTCTTCCTCCTCCCCTTCCTCGGGAGGCTCCCCAGACCCTGGCATGGGAT 

GGGCTGGGATCTTCTCTGTGAATCCACCCCTGGCTACCCCCACCCTGGCTACCCCAACGGCA 

TCCCAAGGCCAGGTGGACCCTCAGCTGAGGGAAGGTACGAGCTCCCTGCTGGAGCCTGGGAC 

CCATGGCACAGGCCAGGCAGCCCGGAGGCTGGGTGGGGCCTCAGTGGGGGCTGCTGCCTGAC 

CCCCAGCACAATAAAAATGAAACGTG 



FIGURE 215 



MRGSQEVLLMWLLVLAVGGTEHAYRPGRRVCAVRAHGDPVSESFVQRVY^ 

STYRTIYRTAYRRSPGLAPARPRYACCPGWKRTSGLPGACGAAICQPPCRNGGSCVQPGRCR 

CPAGWRGDTCQSDVDECSARRGGCPQRCIl^AGSYWCQCWEGHSLSADGTLCVPKGGPPRVA 

PNPTGVDSAMKEEVQRLQSRVDLLEEKLQLVI^P 

RIDSLSEQISFLEEQLGSCSCKKDS 



Signal sequence: 

1-19 




FIGURE 216 

CCCACGCGTCCGAAGCTGGCCCTGCACGGCTGCAAGGGAGGCTCCTGTGGACAGGCCAGGCA 

GGTGGGCCTCAGGAGGTGCCTCCAGGCGGCCAGTGGGCCTGAGGCCCCAGCAAGGGCTAGGG 

TCC^TCTCCAGTCCC^GGACACAGC^GCGGCCACCATGGCCACGCCTGGGCTCCAG 

CAGCAGCCCCCAGGACCGGGGAGGCACAGGTGGCCCCCACCACCCGGAGGAGCAGCTCCTGC 

CCCTGTCCGGGGGATGACTGATTCTCCTCCGCCAGGCCACCCAGAGGAGAAGGCCACCCCGC 

CTGGAGGCACAGGCCATGAGGGGCTCTCAGGAGGTGCTGCTGATGTGGCTTCTGGTGTTGGC 

AGTGGGCGGCACAGAGCACGCCTACCGGCCCGGCCGTAGGGTGTGTGCTGTCCGGGCTCACG 

GGGACCCTGTCTCCGAGTCGTTCGTGCAGCGTGTGTACCAGCCCTTCCTCACCACCTGCGAC 

GGGCACCGGGCCTGCAGCACCTACCGAACCATCTATAGGACCGCCTACCGCCGCAGCCCTGG 

GCTGGCCCCTGCCAGGCCTCGCTACGCGTGCTGCCCCGGCTGGAAGAGGACCAGCGGGCTTC 

CTGGGGCCTGTGGAGCAGCAATATGCCAGCCGCCATGCCGGAACGGAGGGAGCTGTGTCCAG 

CCTGGCCGCTGCCGCTGCCCTGCAGGATGGCGGGGTGACACTTGCCAGTCAGATGTGGATGA 

ATGCAGTGCTAGGAGGGGCGGCTGTCCCCAGCGCTGCGTCT^ACACCGCCGGCAGTTACTGGT 

GCCAGTGTTGGGAGGGGCACAGCCTGTCTGCAGACGGTACACTCTGTGTGCCCAAGGGAGGG 

CCCCCCAGGGTGGCCCCCAACCCGACAGGAGTGGACAGTGCAATGAAGGAAGAAGTGCAGAG 

GCTGCAGTCCAGGGTGGACCTGCTGGAGGAGAAGCTGCAGCTGGTGCTGGCCCCACTGCACA 

GCCTGGCCTCGCAGGCACTGGAGCATGGGCTCCCGGACCCCGGCAGCCTCCTGGTGCACTCC 

TTCCAGCAGCTCGGCCGCATCGACTCCCTGAGCGAGCAGATTTCCTTCCTGGAGGAGCAGCT 

GGGGTCCTGCTCCTGCAAGAAAGACTCGTGACTGCCCAGCGCCCCAGGCTGGACTGAGCCCC 

TCACGCCGCCCTGC^GCCCCCATGCCCCTGCCC^CATGCTGGGGGTCC^GAAGCCACCTCG 

GGGTGACTGAGCGGAAGGCCAGGCAGGGCCTTCCTCCTCTTCCTCCTCCCCTTCCTCGGGAG 

GCTCCCCAGACCCTGGCATGGGATGGGCTGGGATCTTCTCTGTGAATCCACCCCTGGCTACC 

CCCACCCTGGCTACCCCAACGGCATCCCAAGGCCAGGTGGGCCCTCAGCTGAGGGAAGGTAC 

GAGCTCCCTGCTGGAGCCTGGGACCCATGGCACAGGCCAGGCAGCCCGGAGGCTGGGTGGGG 

CCTCAGTGGGGGCTGCTGCCTGACCCCCAGCACAATAAAAATGAAACGTG 



FIGURE 217 



MRGSQEVLLMWLLVLAVGGTEHAYRPGRRVCAVRAHGDPVSESFVQRVYQPFIjTTCDGHRAC 

STYRTIYRTAYRRSPGLAPARPRYACCPGWKRTSGLPGACGAAICQPPCRNGGSCVQPGRCR 

CPAGWRGDTCQSDVDECSARRGGCPQRCVNTAGSYWCQCWEGHSLSADGTLCVPKGGPPRVA 

PNPTGVDSAMKEEVQRLQSRVDLLEEKLQLVIA 

RIDSLSEQISFLEEQLGSCSCKKDS 



Signal sequence: 
1-19 



FIGURE 218 

C^TTGCCACAGCTGGTTTAGGGCCCC 
C^CAAGTCGCTGCCACCTTTGGCTGCCGA 
AGTTGGGTCTCCGTGTTTCAGGCCGGCTCCCCCT 
AGATTGTCTTCC^GGGCTAGCAATTGGACTTTT 

TTCAAAGCTGGGCTCAGCCTCTGTTTCTTCTCTCGTGTAATCGCAAAACCCATTTTGGAGCAGGA 

TGTCTGTGATGGTGGTGAGAAAGAAGGTGACACGGAAATGGGAGAAACTCCCAG 

ATGGCCGCGTCATGATGGCCCGGCAAAAGGGCATT^ 

TCTTCTTCGCCTTTGAGTGCCGCT71CCTGGCTGTTCAGCTGTCTCCTGCCATCCCTGTATTTGCTGCCATGCTCT 
TCCTTTTCTCCATGGCTACACTGTTGAGGACCAGCTTC^ 
AAGCAGCTTTCATAGAAATGGAGATAGAAGCTACC^^ 
' TCAAGAATTTCCAGATAAACAACCAGATTC^ 
GGGCCTCCCATTGCAGCATCTGTGACAACTGTGTGGAGCGCTTCGACCATC^ 
TTGGAAAGAGGAACTACCGCTACTTCTACCTCTTCATCCTT 
TCAACATCGTCTATGTGGCCCTCAAATCTTTG 

TTCTAGAAGTCCTC^TTTGCTTCTTTACACTCTGGTCCGTCGTGGGACTGACTGGATTTCATACTTTCCTCGTGG 
CTCTCAACCAGACAACCAATGAAGACATCAAAGGAT 

ATGGCT^TATTGTGAAGAACTGCTGTGAAGTGCTGTGTGGCCCCTTGCCCCCCAGTGTGCTGGATCGAAGGGGTA 

TTTTGCCACTGGAGGAAAGTGGAAGTCGACCTCCCAGTACTCAAGAGACCAGTAGCAGCCTCTT^ 

CAGCCCCCACAGAACACCTGAACTCAAATGAGATGCCGGAGX^ 

AGCCCCCAGAGCCACCACAGGAGGCAGCTGAAGCTGAGAA GTAG CCTATCTATGGAAGAGAC 

TAATTAGGGCTATGAGAGATTTCAGGTGAGAAGTTAAACCTGAGACAGAGAGCA 

GTTTTTCTTTGGTCTTTAGTCAC^^ 

CAAGGCAGTGGCAGAAGATGTCAGTCACCTCTGATAACTGGAAAAATGGGTC 
CCATGGCCTCAGCCACAGGGTCCCCTTC^ 

TGGTCTCATTCTGGGGCTAAAAGTTTTTGAGACTGGCTCAAATCCTCCCAAGCTGCTGCACGTGCTGA^ 
GGCAGTCACAGAGACCTCTGGCCAGGGGATCCTAACTGGGTTCTTGGGGTCTT^ 
TGGGGTCAGAAGATTCTCCTGGCCACCAAGTGCCAGCATTGCCCACAAATCCTTTTAGG^ 
TCCACTTGTTGTANNNNNNNNl^^ 

CAGGAATGGCAGTAATAAAAGTCTGCACTTTGGT(^TTTCTTTTCCTCAGAGGAAGCCCGAGTGCT 

ACTATCCCCTCAGACTCCCTGTGTGAGGCCTGGAC^ 

GCTCTCCTCTCCTCTCCTCTCC^ 

CGGCTGAGTGAGGGAAAGCCCAGCACTGCTGCCCTCTCGGGTAACTCACCCTAAGGCCTCGGCCCACCTCTGGCT 

ATGGTAACCACACTGGGGGCTTCCTCCAAGCC 

CACCCTGGGGGTGGGCTOTGGCCCC^ 

ATTATATGTGGCTATATTTCCTAGAGCACCTGTGTTTTCCTC^^ 

GCGGTGGGGGAGTGTAAACCGGAACTTTTCATCTATTTGAAGGCGATTAAACTGTGTCTAA 



FIGURE 219 



MSVMVVRKKVTRKWEKLPGRNTFCCDGRVMMARQKGIFYLTLFLILGTCTLFFAFECRYLAV 
QLSPAIPVFAAMLFLFSMATLLRTSFSDPGVIPRAIiPDEAAFIEMEIEATNGAVPQGQRPPP 
R I KNFQ INNQ I VKLKYC YTCKI FRPPRASHCS I CDNC VERFDHHCPWVGNCVGKRNYRYF YL 
FILSLSLLTIYVFAFNIVYVALKSLKIGFLETLKETPGTVLEVLICFFTLWSVVGLTGFHTF 
LVALNQTTNEDIKGSWTGKNRVQNPYSHGNIVKNCCEVLCGPLPPSVLDRRGILPLEESGSR 
PPSTQETSSSLLPQSPAPTEHLNSNEMPEDSSTPEEMPPPEPPEPPQEAAEAEK 



Putative transmembrane domains: 

amino acids 36-55 (type II TM) , 65-84, 188-208, 229-245 



FIGURE 22 0 



AAAACCCTGTATTTTTTACAATGCAAATAGACAATNANCCTGGAGGTCTTTGAATTAGGTAT 
TATAGGGATGGTGGGGTTGATTTTTNTTCCTGGAGGCTTTTGGCTTTGGACTCTCNCTTTCT 
CCCACAGAGCNCTTCGACCATCACTGCCCCTGGGTGGGGAATTGTGTTGGAAAGAGGAACTA 
CCGCTANTTCTACCTCTTCATCCTTTNTCTCTCCCNCCTCACAATCTATGTCTTCGCCTTCA 
ACATCGT 
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GTTGTGTCCTTCAGCAAAACAGTGGATTTAAATCTCCTTGCACAAGCTTGAGAGCAACACAA 

TCTATCAGGAAAGAAAGAAAGAAAAAAACCGAACCTGA 

AAAAAAATCATGAAAACCATCCAGCCAAAAA 

GGGGCTGGCTGCTCTGTGTCTCTTCCAAGGAGTGCCCGTGCGCAGCGGAGATGCCACCTTCC 
CCAAAGCTATGGACAACGTGACGGTCCGGCAGGGGGAGAGCGCCACCCTCAGGTGCACTATT 
GACAACCGGGTCACCCGGGTGGCCTGGCTAAACCGCAGCACCATCCTCTATGCTGGGAATGA 
CAAGTGGTGCCTGGATCCTCGCGTGGTCCTTCTGAGCAACACCGAAACGCAGTACAGCATCG 
AGATCCAGAACGTGGATGTGTATGACGAGGGCCCTTACACCTGCTCGGTGCAGACAGACAAC 
CACCCAAAGACCTCTAGGGTCCACCTCATTGTGCAAGTATCTCCCAAAATTGTAGAGATTTC 
TTCAGATATCTCCATTAATGAAGGGAACAATATTAGCCTCACCTGCATAGCAACTGGTAGAC 
CAGAGCCTACGGTTACTTGGAGACACATCTCTCCCAAAGCGGTTGGCTTTGTGAGTGAAGAC 
GAATACTTGGAAATTCAGGGCATCACCCGGGAGCAGTCAGGGGACTACGAGTGGAGTGCCTC 
CAATGACGTGGCCGCGCCCGTGGTACGGAGAGTAAAGGTCACCGTGAACTATCCACCATACA 
TTTCAGAAGCCAAGGGTACAGGTGTCCCCGTGGGACAAAAGGGGACACTGCAGTGTGAAGCC 
TCAGCAGTCCCCTCAGCAGAATTCCAGTGGTAC^ 

GAAAGGGGTGAAAGTGGAAAACAGACCTTTCCTCTCAAAACTCATCTTCTTCAATGTCTCTG 
AAGATGACTATGGGAACTACACTTGCGTGGCCTCC^^ 

ATCATGCTATTTGGTCCAGGCGCCGTCAGCGAGGTGAGCAACGGCACGTCGAGGAGGGCAGG 
CTGCGTCTGGCTGCTGCCTCTTCTGGTCTTGCACCTGCTTCTCAAATTTTGATGTGAGTGCC 
ACTTCCCCACCCGGGAAAGGCTGCCGCCACCACCACCACCAACACAACAGCAATGGCAACAC 
CGACAGCAACCAATCAGATATATACAAATGAAATTAGAAGAAACACAGCCTCATGGGACAGA 
AATTTGAGGGAGGGGAACAAAGAATACTTTGGGGGGAAAAGAGTTTTAAAAAAGAAATTGAA 
AATTGCCTTGCAGATATTTAGGTACAATGGAGTTTTCTTTTCCCAAACGGGAAGAACACAGC 
ACACCCGGCTTGGACCCACTGCAAGCTGCATCGTGCAACCTCTTTGGTGCCAGTGTGGGCAA 
GGGCTCAGCCTCTCTGCCCACAGAGTGCCCCCACGTGGAACATTCTGGAGCTGGCCATCCCA 
AATTCAATCAGTCCATAGAGACGAACAGAATGAGACCTTCCGGCCCAAGCGTGGCGCTGCGG 
GCACTTTGGTAGACTGTGCCACCACGGCGTGTGTTGTGAAACGTGAAATAAAAAGAGCAAAA 
AAAAA 



FIGURE 222 



MKTIQPKMHNSISWAIFTGLAALCLFQGVPVRSGDATFPKAMDNVTVRQGESATLRCTIDN^ 

VTRVAWLNRSTILYAGNDKWCLDPRVVLLSNTQTQYSIEIQNVDVYDEGPYTCSVQTDNHPK 

TSRVHLIVQVSPKIVEISSDISINEGNNISLTCIATGRPEPTVTWRHISPKAVGFVSEDEYL 

E IQG I TREQSGD YECS ASNDVAAPVVRRVKVTVNYPP YI S EAKGTGVPVGQKGTLQCEASAV 

PSAEFQWYKDDKRLIEGKKGVKVENRPFLSKLIFF^ 

FGPGAVSEVSNGTSRRAGCWLLPLLVLHLLLKF 



Signal peptide: 

amino acids 1-28 



FIGURE 223 



GAAAAAAAATC^TGAAAACCATCCAGC 

ACGGGGCTGGCTGCTCTGTGTCTCTTCCAAGGAGTGCCCGTGCGCAGCGGAGATGCCACCTT 

CCCCAAAGCTATGGACAACGTGACGGTCCGGCAGGGGGAGAGCGCCACCCTCAGGTGCACTA 

TTGACAACCGGGTCACCCGGGTGGCCTGGCTAAACCGCAGCACCATCCTCTATGCTGGGAAT- 

GACAAGTGGTGCCTGGATCCTCGCGTGGTCCTTCTGAGCAACACCCAAACGCAGTACAGCAT 

CGAGATCCAGAACGTGGATGTGTATGACGAGGGCCCTTACACCTGCTCGGTGCAGACAGACA 

ACCACCCAAAGACCTCTAGGGTCCACCTCATTGTGCAAGTATCTCCCAAAATTGTAGAGATT 

TCTTCAGATATCTCCATTAATGAAGGGAACAATATTAGCCTCACCTGCATAGCAACTGGTAG 
ACCAGAG 



FIGURE 224 



ATGGCTGGTGACGGCGGGGCCGGGCAGGGGACCGGGGCCGCGGCCCGGGAGCGGGCCAGCTGCCGGGAGCCCTGA 

ATCACCGCCTGGCCCGACTCCACGATGAACGTCGCGCTGCAGGAG 

AAGGGGACAAGACAGCTGTTAGGCTCACGCACGCAGCT 

GCACTGCTTCTGGGCTGCCTTGTGGCCCTAGGGG 

GAGGCCTGCATTCGAGTGGCTGGAAAAATCCTGGAGTC^ 

CAGTTCTCCTGTGGGGGCTGGATTCGGAGK3AAC^ 

CTCTGGGACCAAAACCAGGCCATACTGAAGC^CCTGCT 

CAGAAGACACAGCGCTTCTACCTATCTTGCCT^^ 

GACCTCATTGAGAAGATTGGTGGTTGGAACATTACGGGGCCCTGGGACCAGGACAACTTT 
GCAGTAGCAGGGACCTACAGGGCCACCCCATTCTTCAC^ 

AATGTTATCCAGGTGGACCAGTCTGGGCTCTTTCTGCCCTCTCGGGATTACTACTTAAACAGAACT 
AAAGTGCTC^CTGCCTATCTGGATTACATGGAGGAACTGGGGATGCTGCTGGGT 
GAGC^GATGCAGCAGGTGCTGGAGTTGGAGATACAGCTGGCCAACATCACA 
GAGGAGAAGATCTACCACAAGATGAGCATTTCGGAG 

CTGTCTTTCTTGCTGTCACCATTGGAGTTGAGTGACTCTGAGCCTGTGGTGGTGTATGGGATGGATTATTTGCAG 

CAGGTGTCAGAGCTCATCAACCGCACGGAACCAAGCATCCTGAACAATTACCTGATCTGG 

ACAACCTCAAGCCTGGACCGACGCTTTGAGTCTGCACA^ 

TCCTGTGTGCCGAGGTGGCAGACCTGCATCTCCAAC^^ 

GTGAAGGCCACGTTTGACCGGCAAAGCAAAGAAATTGCAG^ 

GAGGCCCTGGGACAGCTGGTTTGGATGGATGAGAAG^^ 

GATATGATTGGTTTCCCAGACTTTATCCTGGAGCCCAAAGAGCTGGATGATGTTTATGACGGGTA 
GAAGATTCTTTCTTCCAAAACATGTTGAATTTGTACAACTTCTCT 
CCTCCCAGCCGAGACCAGTGGAGCATGACCCCCC^GA 
GTCTTCCCCGCTGGCATCCTGCAGGCCCCCTTCTATG 

GGTGTGGTCATGGGCCATGAGTTGACGCATGCCTTTGATGACCAAGGGCGCGAGTATGACAAAG 

CGGCCCTGGTGGCAGAATGAGTCCCTGGCAGCCT^ 

TACCAGGTCAATGGGGAGAGGCTCAACGGCCGCC^^ 

GCTGCCTACAATGCTTACAAAGCATGGCT^ 

AACCACCAGCTCTTCTTCGTGGGATTTGCCCAGG 

CTGGTGACCGACCCCCACAGCCCTGCCCGCTTCC^ 

CACTTCGGCTGCCCTOTCGGCTCCCCCATGAACCCAGGGCAGOT 

GAAATGGCCAGCTGTCACCAGACCTGGGGC^GCTCTCCTGACAAAGCTGTTTGCTC^ 

ATGCAAGCTGGGCTGGGTCTAGTCCCTC^ 

TGCCTCTGCTTTGGGGGTGCCCCTGCCTCCAGCAGAGCCCCCAC 
GCCTGGAAGAGGTCTGGGTGGGGAGGCCAGTTCCCATAGGAAGGAGTCTGCC 



FIGURE 225 



MNVALQELGAGSWGFQKGTRQLLGSRTQ 

STCLTEACIRVAGKILESLDRGVSPCEDFYQFSCGGWIRRNPLPDGRSRWNTFNSLWDQNQA 
ILKHLLENTTFNSSSEAEQKTQRFYLSCLQVERIEELGAQPLRDLIEKIGGWNITGPWDQDN 
FMEVLKAVAGTYRATPFFTVYISADSKSSNSNVI^ 

LDYMEELGMLLGGRPTSTREQMQQVLELEIQLANITVPQDQRRDEEKIYHKMSISELQALAP 
SMDWLEFLSFLLSPLELSDSEPVVVYGMDYLQQVSELINRTEPSILNNYLIWNLVQKTTSSL 
DRRFESAQEKljLETLYGTKXSCVPRWQTCISNTDDALGFALGSLFVKATFDRQSKEIAEGMI 
SEIRTAFEEALGQLVWMDEKTRQAAKEKADAIYDMIGFPDFILEPKELDDVYDGYEISEDSF 
FQl^LNLYNFSAKVMADQLRKPPSRDQWSMTPQTVNAYYLPTKNEIVFPAGILQAPFYARNH 
PKALNFGGIGVVMGHELTE^FDDQGREYDKEGNLRPPWQNESLAAFRNHTACMEEQYNQYQV 
NGERLNGRQTLGENITDNGGLKAAYNAYKAWLRKHGEEQQLPAVGLTNHQLFFVGFAQVWCS 
VRTPESSHEGLVTDPHSPARFRVLGTLSNSRDFLRHFGCPVGSPMNPGQLCEVW 



Type XI Transmembrane domain: 

amino acids 32-57 



FIGURE 22 6 

GCCCGGCCCTCCGCCCTCCGCACTC^ 
CAGCTGTCCCXSTTCGCGTC^TGCCGAGCCT 

CGGTCTCCCGGCCGGCCCGCGGCGCCGGCCCAGAGCCCCCCGTGCTGCCCATCCGTTCTGAGAAGGAGCCGCTGCC 
CGTTCGGGGAGCGGCAGGTAGGTGGGCGCCCGGGGGAGGC^ 
CAGCCCGGAGGGGGCGCGGGGCGCAGGTGGCTCGGCGCGGCGGGC^ 
GCGGTGCCTGGGACCCGGGACCCGCGGGCAGCCCCC^ 

CAAGCCCGTCCCCGCAGGCTGCACCTTCGGCGGGAAGGTCTATGCCTTGGACGAGA 

GGAGCCATTCGGGGTGATGCGCTGCGTGCTGTGC^ 

CAGGGTCAGCTGCAAGAACATCAAAC 

CTGCTGCCAGACCTGCCCCCAGGACTTCGTGGCGCTGCTGACAGGGCCGAGGTCGCAGGCGGTGGC^ 

AGTCTCGCTGCTGCGCTCTAGCCTCCGCTTCTCTATCTCCTACAGGCGGCTGGACCGCCCTACCAGGATCCGCTT 

CTCAGACTCCAATGGCAGTGTCCTGTTTGAGCACCCTGCAGCC^ 

GCGGGCAGTGCCTCGGTTGTCTCTGCGGCTCCT^^ 

CCCTTCAGGGGAGGTCTGGGGGCCTCTCATCCGGCACCGGGCCCT^ 

TCTAGAAGGCCCCCACCAGCAGGGCGTAGGGGGCATCACCCTGCTCACTCT 

TTTTTTGCTGCTCTTCCGAGGCCTTGCAGGACTAACCCAGGTTCCCTTGAGGCTCCAGA 

GCTACTGCGAGAACTTCAGGCCAATGTCTCAGCCCAGGAACCAGGCTTTGCTGAGGTGCTGCCCAAC 

CCAGGAGATGGACTGGCTGGTGCTGGGGGAGCTGCAGATGGCCCTGGAGTGGGCAGGCAGGCCAGGGCTGCGCAT 

CAGTGGACACATTGCTGCCAGGAAGAGCTGCGACGTCCTC 

AGTCCAAACGGGTGCTGCCGGCTCAGCCAGCCT^ 

GGTAGGGACAACC^GTGAGGTGGTGGCCATGAGACT 

GTGCCACATGGCTGGCCTATCCTCCCCTGCCCCCAGGCCGTGGGTATCTGCCCTGGGCTGGGGTGCCCGAGGGGC 
TCMATGCTGCTGCAGAATGAGCTCTTCCT 

ACGTGGCTGCCCTGCCCTACTGTGGGGCATAGCGCCCGCCCTGCCCGTGCCCCTAGCAGGAGCCCTGGTGCTACC 

CCCTGTGAAGAGCCAAGCAGCAGGGC^CGCCTGGCTTTCOTTGGATACCCACT 

GCTGGCTGGGCTTGGTGGCTCAGAACAAGGCACT 

TCGGCGGCTGCTGAAGGGATTCTATGGCTCAGAGGC^ 

GCACCTGGCAAAAGGCATGGCTTCCCTGATGATCACCACCAAGGTAGCCC 

CTCCTCCCAGGTGCACATAGCCAACCAATGTGAGGTTGGC 

GCGGGCGCTGGGGGCTCCGGATACAGCCTCTGCTGCGCCGCCTGTGGTGCCTGGTCTCCCGGCCCTAGCGCCCGC 

CAAACOTGGTGGTCCTGGGCGGCCCCGAGACCCCAACAGATGCTTCTTCGAGGGGC^ 

TCGCTGGGCGCCCAAOTACGACCCGCrCTGCTCACTCTGCACCTGCC^ 

GGTGTGCCCACCGCCCAGCTGCCCACACCCGGTGCAGGCTCCCGACCAGTGCTGCCCTGTTTGCCCTGGCT 
TTTTGATGGTGACCGGAGCTGGCGGGCAGCGGGTACGCGGTC 

GTGTGCTGTCTGCACCTGCAAGCAGGGGGGCACTGGAGAGGTGCACTGTGAGAAGGTGCAG 
CTGTGCCCAGCCTGTGCGTGTCAACCCCACCGACT 

GGACCCCATGCAGGCTGATGGGCCCCGGGGCTGCCGTTTTGCTGGGCAGTGGTTCCCAGAGAGTC^ 
CCCCTCAGTGCCCCCGTTTGGAGAGATGAGCT?GTATCACCT 
GTGAGGTGGGTACTGGGAGCCTGGTCTGGAGTAGGGAGACC^ 
CTGTGTCCCAGTGCCTCTGGGGGACACTC^GTGTCTGCTCTGTCT 

GGGATGACTGTTCACTGCCACTGTCCTGTGGCTCGGGGAAGGAGAGTCGATGCTGTTCCCGCTGCACGGCCCACC 
GGCGGCGTAAGTGAGGGAGTCCAGGGTCAGCAGCTGTGAGTGGAGGGCTCACCTGCCTGTGGGACTC^ 
GGAAGGGAGCACTCACTGTGTGCAGGAACAGTGCA.GCCTGCCTGACAAGTGCC^ 
ACCTGGTGGAATTGTTATTTATGACCTTTTCTTTACAAAT 

ATGAAGGTCACCCAGCTGTGTGCACTGACCTGTTTAGAAAATACTGGCCTTTCTGG 

TGCCCTGCCCTCTATGCCTCTCTGTGCCTCTC 

AGCAGCCCC^GAGACCAGAACTGATCCAGAGCTGGAGAAAGA 

AAGTGACCAAGAGGATGGGGCCTGAGCTGGGGAAGGGGTGGCATCGAGGACCTTCTTGCATTCTCCTGTGGGA 

CCCAGTGCCTTTGCTCCTCTGTCCTGCCT^ 

GAGAGGCAGCTGGGCCAGACCGAGGTCACAGCCACTC 

GCCCCACCCCTTTCTTCCTGTACATAATGTCACTGGCT^GTTGGGATTTTTAATTTATCTTO 
GGCCCCGGACACTCCACTCCTGCTGCCCCTGAGCT 

ATTTCTTTTTCAGTCTTTGGGCATGAGGTTGGCTCTTTGTGGCCAGGAACCTGAGTGGGGCCTGGTGGAGAAGGG 

GCNGAGAGTAGGAGGTGAGAGAGAGGAGCTCTGACACT^ 

CGTGGCNNTTGGCTGGCATNCCTGGGT^ 

AATTTAGGGAAGTAGAAGCAGGATTTTGACTC^ 

TTTGAAGTTGCTCCAGAGAGAGAATCAAAGGTGTCACCAGCCCCTCTOT 
TTCCCTCCCCTCCCCTCCCCTCCCCTCCCCTCC 



FIGURE 227 



GGCCGAGCGGGGGTGCTGCGCGGCGGCCGTGATGGCTGGTGACGGCGGGGCCGGGCAGGGGA 
CCGGGGCCGCGGCCCGGGAGCGGGCCAGCTGCCGGGAGCCCTGAATCACCGCCTGGCCCGAC 
TCCACCATGAACGTCGCGCTGCAGGAGCTGGGAGCTGGCAGCAACGTGGGATTCCAGAAGGG 
GACAAGACAGCTGTTAGGCTCACGCACGCAGCTGGAGCTGGTCTTAGCAGGTGCCTCTCTAC 
TGCTGGCTGCACTGCTTCTGGGCTGCCTTGTGGCCCTAGGGGTCCAGTACCACAGAGACCCA 
TCCCACAGCACCTGCCTTACAGAGGCCTGCATTCGAGTGGCTGGAAAAATCCTGGAGTCCCT 
GGACCGAGGGGTGAGCCCCTGTGAGGACTTTTACCAGTTCTCCTGTGGGGGCTGGATTCGGA 
GGAACCCCCTGCCCGATGGGCGTTCTCGCTGGAACACCTTCAACAGCCTCTGGGACCAAAAC 
CAGGCCATACTGAAGCACCTGCTTGAAAACACCACCTTCAACTCCAGCAGTGAAGCTGAGCA 
GAAGACACAGCGCTTCTACCTATCTTGCCTACAGGTGGAGCGCATTGAGGAGCTGGGAGCCC 
AGCCACTGAGAGACCTCATTGAGAAGATTGGTGGTTGGAACATTACGGGGCCCTGGGACCAG 
GACAACTTTATGGAGGTGTTGAAGGCAGTAGCAGGGACCTACAGGGCCACCCCATTCTTCAC 
CGTCTACATCAGTGCCGACTCTAAGAGTTCCAACAGCAATGTTATCCAGGTGGACCAGTCTG 
GGCTCTTTCTGCCCTCTCGGGATTACTACTTAAACAGAACTGCCAATGAGAAAGTAAGGAAC 
ATCTTCCGAACCCCCATCCCTACCCCTGGCTGAGCTGGGCTGATCCCTGTTGACTTTTCCCT 
TTGCCAAGGGTCAGAGCAGGGAAGGTGAGCCTATCCTGTCACCTAGTGAACAAACTGCCCCT 
CCTTTCTTTCTTCTTTTCTTCCTCCCTCCCTCCCTTTCTTCCCCTTTTCCTTCCTTCCTTCC 
TCTTATTCTTCTAGTAGGTTTCATAGACACCTACTGTGTGCCAGGTCCAGTGGGGGAATTCG 
GAGATATAAGTTTC CGAGC CATTGCC ACAGGAAGCGTTCAGTGTCGATGGGTTCATGGAC CT 
AGATAGGCTGATAACAAAGCTCACAAGAGGGTCCTGAGGATTCAGGAGAGACTTATGGAGCC 
AGCAAAGTCTTCCTGAAGAGATTGCATTTGAGCCAGGTCCTGTAG 



FIGURE 228 



ATGCCTACTACCTTCCAACTAAGAATGAGATCGTCTTCCCCGCTGGCATCCTGCAGGCCCCC 
TTCTATGCCCGGAACCACCCCAAGGCCCTG 

TGAGTTGACGCATGCCTTTGATGACCAAGGGCGCGAGTATGACAAAGAAGGGAACCTGCGGC 
CCTGGTGGCAGAATGAGTCCCTGGCAGCCTTCCGGAACCACACGGCCTGCATGGAGGAACAG 
TACAATCAATACCAGGTCAATGGGGAGAGGCTCAACGGCCGCCAGACGCTGGGGGAGAACAT 
TGCTGACAACGGGGGGCTGAAGGCTGCCTACAATGCTTACAAAGCATGGCTGAGAAAGCATG 
GGGAGGAGGAXSCAACTGCCAGCCGTGGK^CT 

GCCCAGGTGTGGTGCTCGGTCCGCACACCAGAGAGCTCTCACGAGGGGCTGGTGACCGACCC 
CCACAGCCCTGCCCGCTTCCGCGTGCTGGGCACTCTCTCCAACTCCCGTGACTTCCTGCGGC 
ACTTCGGCTGCCCTGTCGGCTCCCCCATGAACCCAGGGCAGCTGTGTGAGGTGTGGTAGACC 
TGGATCAGGGGAGAAATGGCCAGCTGTCACCAGACCTGGGGCAGCTCTCCTGACAAAGCTGT 
TTGCTCTTGGGTTGGGAGGAAGCAAATGCAAGCTGGGCTGGGTCTAGTCCCTCCCCCCCACA 
GGTGACATGAGTACAGACCCTCCTCAATCACCACATTGTGCCTCTGCTTTGGGGGTGCCCCT 
GCCTCCAGCAGAGCCCCCACCATTCACTGTGACATCTTTCCGTGTCACCCTGCCTGGAAGAG 
GTCTGGGTGGGGAGGCCAGTTCCCATAGGAAGGAGTCTGCCTCTTCTGTCCCCAGGCTCACT 
CAGCCTGGCGGCCATGGGGCCTGCCGTGCCTGCCCCACTGTGACCCACAGGCCTGGGTGGTG 
TACCTCCTGGACTTCTCCCCAGGCTCACTCAGTGCGCACTTAGGGGTGGACTCAGCTCTGTC 
TGGCTCACCCTCACGGGCTACCCCCACCTCACCCTGTGCTCCTTGTGCCACTGCTCCCAGTG 
CTGCTGCTGACCTTCACTGACAGCTCCTAGTGGAAGCCCAAGGGCCTCTGAAAGCCTCCTGC 
TGCCCACTGTTTCCCTGGGCTGAGAGGGGAAGTGCATATGTGTAGCGGGTACTGGTTCCTGT 
GTCTTAGGGCACAAGCCTTAGCAAATGATTGATTCTCCCTGGACAAAGCAGGAAAGCAGATA 
GAGCAGGGAAAAGGAAGAACAGAGTTTATTTTTACAGAAAAGAGGGTGGGAGGGTGTGGTCT 
TGGCCCTTATAGGACC 



FIGURE 229 

CCCACGCGTCCGAGCCGCCCGAGAATTAGACACACTCCGGACGCGGCCAAAAGCAACCGAGA 

GGAGGGGAGGC AAAAAC AC CGAAAAAC AAAAAGAGAGAAACAACAC CCAACAACTGGGGTGG 

GGGGAAGAAAGAAAGAAAAGAAACCCACCCACCCACCAAAAAAAAAAAAAAAAA 

AAAAAAAAAAAATCCTGTGGCGCGCCGCCTGGTTCCCGGGAAGACTCGCCAGCACCAGGGGG 

TGGGGGAGTGCGAGCTGAAAGCTGCTGGAGAGTGAGCAGCCCTAGCAGGGATGGACATGATG 

CTGTTGGTGCAGGGTGCTTGTTGCTCGAACCAGTGGCTGGCGGCGGTGCTCCTCAGCCTGTG 

CTGCCTGCTACCCTCCTGCCTCCCGGCTGGACAGAGTGTGGACTTCCCCTGGGCGGCCGTGG 

ACAACATGATGGTCAGAAAAGGGGACACGGCGGTGCTTAGGTGTTATTTGGAAGATGGAGCT 

TCAAAGGGTGCCTGGCTGAACCGGTCAAGTATTATTTTTGCGGGAGGTGATAAGTGGTCAGT 

GGATCCTCGAGTTTCAATTTCAACATTGAATAAAAGGGACTACAGCCTCCAGATACAGAATG 

TAGATGTGACAGATGATGGCCCATACACGTGTTCTGTTCAGACTCAACATACACCCAGAACA 

ATGCAGGTGCATCTAACTGTGCAAGTTCCTCCTAAGATATATGACATCTCAAATGATATGAC 

CGTCAATGAAGGAACCAACGTCACTCTTACTTGTTTGGCCACTGGGAAACCAGAGCCTTCCA 

TTTCTTGGCGACACATCTCCCCATCAGCAAAACCATTTGAAAATGGACAATATTTGGACATT 

TATGGAATTAGAAGGGACCAGGCTGGGGAATATGAATGCAGTGCGGAAAATGCTGTGTCATT 

CCCAGATGTGAGGAAAGTAAAAGTTGTTGTCAACTTTGCTCCTACTATTCAGGAAATTAAAT 

CTGGCACCGTGACCCCCGGACGCAGTGGCCTGATAAGATGTGAAGGTGCAGGTGTGCCGCCT 

CCAGCCTTTGAATGGTACAAAGGAGAGAAGAAGCTCTTGAATGGCCAACAAGGAATTATTAT 

TCAAAATTTTAGCACAAGATCCATTCTCACTGTTACCAACGTGACACAGGAGCACTTCGGCA 

ATTATACCTGTGTGGCTGCCAACAAGCTAGGCACAACCAATGCGAGCCTGCCTCTTAACCCT 

CCAAGTACAGCCCAGTATGGAATTACCGGGAGCGCTGATGTTCTTTTCTCCTGCTGGTACCT 

TGTGTTGACACTGTCCTCTTTCACCAGCATATTCTACCTGAAGAATGCCATTCTACA ATAAA 

TTCAAAGACCCATAAAAGGCTTTTAAGGATTCTCTGAAAGTGCTGATGGCTGGATCCAATCT 

GGTACAGTTTGTTAAAAGCAGCGTGGGATATAATCAGCAGTGCTTACATGGGGATGATCGCC 

TTCTGTAGAATTGCTCATTATGTAAATACTTTAATTCTACTCTTTTTTGATTAGCTACATTA 

CCTTGTGAAGCAGTACACATTGTCCTTTTTTTAAGACGTGAAAGCTCTGAAATTACTTTTAG 

AGGATATTAATTGTGATTTCATGTTTGTAATCTACAACTTTTCAAAAGCATTCAGTCATGGT 

CTGCTAGGTTGCAGGCTGTAGTTTACAAAAACGAATATTGCAGTGAATATGTGATT.CTTTAA 

GGCTGCAATACAAGCATTCAGTTCCCTGTTTCAATAAGAGTCAATCCACATTTACAAAGATG 

GATTTTTTTCTTTTTTGATAAAAAAGGZ^AATAATATTGCCTTCAGATTATTTCTTCAAAATA 

TAACACATATCTAGATTTTTCTGCTTGCATGATATTCAGGTTTCAGGAATGAGCCTTGTAAT 

ATAACTGGCTGTGCAGCTCTGCTTCTCTTTCCTGTAAGTTCAGCATGGGTGTGCCTTCATAC 

AATAATATTTTTCTCTTTGTCTCCAACTAATATAAAATGTTTTGCTAAATCTTACAATTTGA 

AAGTAAAAATAAACCAGAGTGATCAAGTTAAACCATACACTATCTCTAAGTAACGAAGGAGC 

TATTGGACTGTAAAAATCTCTTCCTGCACTGACAATGGGGTTTGAGAATTTTGCCCCACACT 

AACTCAGTTCTTGTGATGAGAGACAATTTAATAACAGTATAGTAAATATACCATATGATTTC 

TTTAGTTGTAGCTAAATGTTAGATCCACCGTGGGAAATCATTCCCTTTAAAATGACAGCACA 

GTCCACTCAAAGGATTGCCTAGCAATACAGCATCTTTTCCTTTCACTAGTCCAAGCCAAAAA 

TTTTAAGATGATTTGTCAGAAAGGGCACAAAGTCCTATCACCTAATATTACAAGAGTTGGTA 

AGCGCTCATCATTAATTTTATTTTGTGGCAGGTATTATGACAGTCGACCTGGAGGGTATGGA 

TATGGATATGGACGTTCCAGAGACTATAATGGCAGAAACCAGGGTGGTTATGACCGCTACTC 

AGGAGGAAATTACAGAGACAATTATGACAACTGAAATGAGACATGCACATAATATAGATACA 

CAAGGAATAATTTCTGATCCAGGATCGTCCTTCCAAATGGCTGTATTTATAAAGGTTTTTGG 

AGCTGCACTGAAGCATCTTATTTTATAGTATATCAACCTTTTGTTTTTAAATTGACCTGCCA 

AGGTAGCTGAAGACCTTTTAGACAGTTCCATCTTTTTTTTTAAATTTTTTCTGCCTATTTAA 

AGACAAATTATGGGACGTTTGTCAAAAAAAAAAAAAAAAAAAAAAAAAAA 



FIGURE 230 



MMLLVQGACCSNQWIiAAVTjLSLCCLLPSC 

GASKGAWLNRSS 1 1 FAGGDKWS VDPRVS I STLiNKRDYSLQIQNVDVTDDGPYTCSVQTQHTP 
RTMQ VHLTVQ VP PKI YD I SNDMTVNEGTNVTLTCLATGKPE PS I S WRHI S PS AKPFENGQYL 
DIYGITRDQAGEYECSAENAVSFPDWKVKVVWFAPTIQEIKSGTVTPGRSGLIRCEGAGV 
PPPAFEWYKGEKKLFNGQQGI I IQNFSTRS ILTVTlSr^rrQEHFGNYTCVAANKLGTTNASLPL 
NPPSTAQYGITGSADVLFSCWYLVLTLSSFTSIFYLKNAILQ 

Important features of the protein: 
Signal peptide: 

amino acids 1-31 

Transmembrane domain: 

amino acids 326-345 

N-glycosylation sites* 

amino acids 71-75, 153-157, 273-277, 284-288, 292-296, 305-309 

Casein kinase II phosphorylation site. 

amino acids 147-151, 208-212, 224-228 

Tyrosine kinase phosphorylation site. 

amino acids 178-186 

N-myristoylation sites. 

amino acids 7-13, 63-70, 67-73, 151-157, 239-245, 291-297, 
302-308, 319-325 

Myelin P0 protein: 

amino acids 92-121 



FIGURE 231 



AGTGGTTCGATGGGAAGGATCTTTCTCCAAGTGGTTCCTCTTGAGGGGAGCATTTCTGCTGG 
CTCCAGGACTTTGGCCATCTATAAAGCTTGGC AATGA GAAATAAGAAAATTCTCAAGGAGGA 
CGAGCTCTTGAGTGAGACCCAACAAGCTGCTTTTGACCAAATTGCAATGGAGCCTTTCGAAA 
TCAATGTTCCAAAGCCCAAGAGGAGAAATGGGGTGAACTTCTCCCTAGCTGTGGTGGTCATC 
TACCTGATCCTGCTCACCGCTGGCGCTGGGCTGCTGGTGGTCCAAGTTCTGAATCTGCAGGC 
GCGGCTCCGGGTCCTGGAGATGTATTTCCTCAATGACACTCTGGCGGCTGAGGACAGCCCGT 
CCTTCTCCTTGCTGCAGTCAGCACACCCTGGAGAACACCTGGCTCAGGGTGCATCGAGGCTG 
CAAGTCCTGCAGGCCCAACTCACCTGGGTCCGCGTCAGCCATGAGCACTTGCTGCAGCGGGT 
AGACAACTTCACTCAGAACCCAGGGATGTTCAGAATCAAAGGTGAACAAGGCGCCCCAGGTC 
TTCAAGGTCACAAGGGGGCCATGGGCATGCCTGGTGCCCCTGGCCCGCCGGGACCACCTGCT 
GAGAAGGGAGCCAAGGGGGCTATGGGACGAGATGGAGCAACAGGCCCCTCGGGACCCCAAGG 
CCCACCGGGAGTCAAGGGAGAGGCGGGCCTCCAAGGACCCCAGGGTGCTCCAGGGAAGCAAG 
GAGCCACTGGCACCCCAGGACCCCAAGGAGAGAAGGGCAGCAAAGGCGATGGGGGTCTCATT 
GGCCCAAAAGGGGAAACTGGAACTAAGGGAGAGAAAGGAGACCTGGGTCTCCCAGGAAGCAA 
AGGGGACAGGGGCATGAAAGGAGATGCAGGGGTCATGGGGCCTCCTGGAGCCCAGGGGAGTA 
AAGGTGACTTCGGGAGGCCAGGCCCACCAGGTTTGGCTGGTTTTCCTGGAGCTAAAGGAGAT 
CAAGGACAACCTGGACTGCAGGGTGTTCCGGGCCCTCCTGGTGCAGTGGGACACCCAGGTGC 
CAAGGGTGAGCCl'GGCAGTGCTGGCTCCCCTGGGCGAGCAGGACTTCCAGGGAGCCCCGGGA 
GTCCAGGAGCCACAGGCCTGAAAGGAAGCAAAGGGGACAGAGGACTTCAAGGACAGCAAGGA 
AGAAAAGGAGAATCAGGAGTTCCAGGCCCTGCAGGTGTGAAGGGAGAACAGGGGAGCCCAGG 
GCTGGCAGGTCCCAAGGGAGCCCCTGGACAAGCTGGCCAGAAGGGAGACCAGGGAGTGAAAG 
GATCTTCTGGGGAGCAAGGAGTAAAGGGAGAAAAAGGTGAAAGAGGTGAAAACTCAGTGTCC 
GTCAGGATTGTCGGCAGTAGTAACCGAGGCCGGGCTGAAGTTTACTACAGTGGTACCTGGGG 
GACAATTTGCGATGACGAGTGGCAAAATTCTGATGCCATTGTCTTCTGCCGCATGCTGGGTT 
ACTCCAAAGGAAGGGCCCTGTACAAAGTGGGAGCTGGCACTGGGCAGATCTGGCTGGATAAT 
GTTCAGTGTCGGGGCACGGAGAGTACCCTGTGGAGCTGCACCAAGAATAGCTGGGGCCATCA 
TGACTGCAGCCACGAGGAGGACGCAGGCGTGGAGTGCAGCGTCTGACCCGGAAACCCTTTCA 
CTTCTCTGCTCCCGAGGTGTCCTCGGGCTCATATGTGGGAAGGCAGAGGATCTCTGAGGAGT 
TCCCTGGGGACAACTGAGCAGCCTCTGGAGAGGGGCCATTAATAAAGCTCAACATCATTGA 



FIGURE 232 

></usr/seqdb2/sst/DNA/Dnaseqs.full/ss.DNA68886 
xsubunit 1 of 1, 52 0 aa, 1 stop 
><MW: 52658, pi: 9.16, NX(S/T): 3 
MRNKKILKEDELLSETQQAAFHQIAMEP 

LVVQVXjNLQARLRVXjEMYFIjNDTIjAAEDSPSFSLLQSAHPGEHLi^ 

VSHEHLLQRVDNFTQNPGMFRIKGEQGAPGLQGHKGAMGMPGAPGPPGPPAEKGAKGAMGRD 
GATGPSGPQGPPGVKGEAGLQGPQGAPGKQGATGTPGPQGEKGSKGDGGLIGPKGETGTKGE 
KGDLGLPGSKGDRGMKGDAGVMGPPGAQGSKGDFGRPGPPGLAGFPGAKGDQGQPGLQGVPG 
PPGAVGHPGAKGEPGSAGSPGRAGLPGSPGSPGATGLKGSKGDTGLQGQQGRKGESGVPGPA 
GVKGEQGSPGLAGPKGAPGQAGQKGDQGVKGSSGEQGVKGEKGERGENSVSVRIVGSSNRGR 
AEVYYSGTWGTICDDEWQNSDAIVFCRMLGYSKGRALYKVGAGTGQIWLDNVQCRGTESTLW 
SCTKNSWGHHDCSHEEDAGVECSV 

Transmembrane domain: 

amino acids 47-66 (type II) 

N-glycosylation sites. 

amino acids 43-47, 83-87, 136-140 

Tyrosine kinase phosphorylation site. 

amino acids 432-440 

N-myristoylation sites. 

amino acids 41-47, 178-184, 253-259, 274-280, 340-346, 346-352, 
400-406, 441-447, 475-481, 490-496, 515-521 

Amidation site. 

amino acids 360-364 

Leucine zipper pattern. 

amino acids 56-78 

Speract receptor repeat 
amino acids 422-471, 488-519 

Clq domain proteins. 

amino acids 151-184, 301-334, 316-349 



• 9 

FIGURE 233 

CCCACGCGTCCGAAGGCAGACAAAGGTTCATTTGTAAAGAAGCTCCTTCCAGCACCTCCTCT 
CTTCTCCTTTTGCCCAAACTCACCCAGTGAGTGTGAGCATTTAAGAAGCATCCTCTGCCAAG 
ACCAAAAGGAAAGAAGAAAAAGK^CCAAAAGCCAAA ATGA AACTGATGGTACTTGTTTTCAC 
CATTGGGCTAACTTTGCTGCTAGGAGTTCAAGCCATGCCTGCAAATCGCCTCTCTTGCTACA 
GAAAGATACTAAAAGATCACAACTGTCACAACCTTCCGGAAGGAGTAGCTGACCTGACACAG 
ATTGATGTCAATGTCCAGGATCATTTCTGGGATGGGAAGGGATGTGAGATGATCTGTTACTG 
CAACTTCAGCGAATTGCTCTGCTGCCCAAAAGACGTTTTCTTTGGACCAAAGATCTCTTTCG 
TGATTCCTTGCAAGAATCAATGAGAATCTTCATGTATTCTGGAGAACACCATTCCTGATTTC 
CCACAAACTGCACTACATCAGTATAACTGCATTTCTAGTTTCTATATAGTGCAATAGAGC^ 
AGATTCTATAAATTCTTACTTGTCTAAGACAAGTAAATCTGTGTTAAACAAGTAGTAATAAA 
AGTTAATTCAATCTAAAAAAAAAAAAA 



FIGURE 234 

</usr/seqdb2/sst/DNA/Dnaseqs . min/ss . DNA52758 
<subunit 1 of 1, 98 aa, 1 stop 
<MW: 11081, pi: 6.68, NX(S/T): 1 

MKLMVLVFTIGLTLLLGVQAMPANRLSCYRKILKDHNCHNLPEGVADLTQIDVNVQDHFWDG 
KGCEMICYCNFSELLCCPKDVFFGPKISFVIPCNNQ 

Important features: 
Signal peptide: 

amino acids 1-20 

N-glycosylation site. 

amino acids 72-76 

Tyrosine kinase phosphorylation site. 

amino acids 63-71 



FIGURE 235 



CCCACGCGTCCGCGGACGCGTGGGCTGGACCCCAGGTCTGGAGCGAATTCCAGCCTGCAGGG 
CTGATAAGCGAGGCATTAGTGAGATTGAGAGAGACTTTACCCCGCCGTGGTGGTTGGAGGGC 
GCGCAGTAGAGCAGCAGCACAGGCGCGGGTCCCGGGAGGCCGGCTCTGCTCGCGCCGAGATG 
TGGAATCTCCTTCACGAAACCGACTCGGCTGTGGCCACCGCGCGCCGCCCGCGCTGGCTGTG 
CGCTGGGGCGCTGGTGCTGGCGGGTGGCTTCTTTCTCCTCGGCTTCCTCTTCGGGTGGTTTA 
TAAAATCCTCCAATGAAGCTACTAACATTACTCCAAAGCATAATATGAAAGCATTTTTGGAT 
GAATTGAAAGCTGAGAACATCAAGAAGTTCTTACATAATTTTACACAGATACCACATTTAGC 
AGGAAGAGAACAAAACTTTCAGCTTGCAAAGCAAATTCAATCCCAGTGGAAAGAATTTGGC^ 
TGGATTCTGTTGAGCTAGCTCATTATGATGTCCTGTTGTCCTACCCAAATAAGACTCATCCC 
AACTACATCTCT^TAATTAATGAAGATGGAAATGAGATTTTCAACACATCATTATTTGAACC 
ACCTCCTCCAGGATATGAAAATGTTTCGGATATTGTACCACCTTTCAGTGCTTTCTCTCCTC 
AAGGAATGCCAGAGGGCGATCTAGTGTATGTTAACTATGCACGAACTGAAGACTTCTTTAAA 
TTGGAACGGGACATGAAAATCAATTGCTCTGGGAAAATTGTAATTGCCAGATATGGGAAAGT 
TTTCAGAGGAAATAAGGTTAAAAATGCCCAGCTGGCAGGGGCCAAAGGAGTCATTCTCTACT 
CCGACCCTGCTGACTACTTTGCTCCTGGGGTGAAGTCCTATCCAGACGGTTGGAATCTTCCT 
GGAGGTGGTGTCCAGCGTGGAAATATCCTAAATCTGAATGGTGCAGGAGACCCTCTCACACC 
AGGTTACCCAGCAAATGAATATGCTTATAGGCGTGGAATTGCAGAGGCTGTTGGTCTTCCAA 
GTATTC CTGTTCATC CAATTGGATACTATGATGCACAGAAGCTCCT AGAAAAAATGGGTGGC 
TCAGCACCACCAGATAGCAGCTGGAGAGrGAAGTCTCAAAGTGCCCTACAATGTTGGACCTGG 
CTTTACTGGAAACTTTTCTACACAAAAAGTCAAGATGCACATCCACTCTACCAATGAAGTGA 
CGAGAATTTACAATGTGATAGGTACTCTCAGAGGAGCAGTGGAACCAGACAGATATGTCATT 
CTGGGAGGTCACCGGGACTCATGGGTGTTTGGTGGTATTGACCCTCAGAGTGGAGCAGCTGT 
TGTTCATGAAATTGTGAGGAGCTTTGGAACACTGAAAAAGGAAGGGTGGAGACCTAGAAGAA 
CAATTTTGTTTGCAAGCTGGGATGCAGAAGAATTTGGTCTTCTTGGTTCTACTGAGTGGGCA 
GAGGAGAATTCAAGACTCCTTCAAGAGCGTGGCGTGGCTTATATTAATGCTGACTCATCTAT 
AGAAGGAAACTACACTCTGAGAGTTGATTGTACACCGCTGATGTACAGCTTGGTACACAACC 
TAACAAAAGAGCTGAAAAGCCCTGATGAAGGCTTTGAAGGCAAATCTCTTTATGAAAGTTGG 
ACTAAAAAAAGTCCTTCCCCAGAGTTCAGTGGCATGCCCAGGATAAGCAAATTGGGATCTGG 
AAATGATTTTGAGGTGTTCTTCCAACGACTTGGAATTGCTTCAGGCAGAGCACGGTATACTA 
AAAATTGGGAAACAAACAAATTCAGCGGCTATCCACTGTATCACAGTGTCTATGAAACATAT 
GAGTTGGTGGAAAAGTTTTATGATCCAATGTTTAAATATCACCTCACTGTGGCCCAGGTTCG 
AGGAGGGATGGTGTTTGAGCTAGCCAATTCCATAGTGCTCCCTTTTGATTGTCGAGATTATG 
CTGTAGTTTTAAGAAAGTATGCTGACAAAATCTACAGTATTTCTATGAAACATCCACAGGAA 
ATGAAGACATACAGTGTATCATTTGATTCACTTTTTTCTGCAGTAAAGAATTTTACAGAAAT 
TGCTTCCAAGTTCAGTGAGAGACTCCAGGACTTTGACAAAAGCAACCCAATAGTATTAAGAA 
TGATGAATGATCAACTCATGTTTCTGGAAAGAGCATTTATTGATCCATTAGGGTTACCAGAC 
AGGCCTTTTTATAGGCATGTCATCTATGCTCCAAGGAGCCACAACAAGTATGCAGGGGAGTC 
ATTCCCAGGAATTTATGATGCTCTGTTTGATATTGAAAGCAAAGTGGACCCTTCCAAGGCCT 
GGGGAGAAGTGAAGAGACAGATTTATGTTGCAGCCTTCACAGTGCAGGCAGCTGCAGAGACT 
TTGAGTGAAGTAGCCTAAGAGGATTTTTTAGAGAATCCGTATTGAATTTGTGTGGTATGTCA 
CTCAGAAAGAATCGTAATGGGTATATTGATAAATTTTAAAATTGGTATATTTGAAATAAAGT 
TGAATATTATATATAA 



